® 



Tue Jul 17 14:16:55 2001 [BLASTN 2.1.3 [Apr-1-2091] NCBI] 
/home/ruby/va/Molbio/carpenda/templ/ss.DNA40981 J (2906 bp) 



Sequences producing High-scoring Segment Pairs: Frame Score Match Pet E-val 

1 P_AAC97475 Human angiogenesis-associated protein PR + 2906 2906 100 0.0 

2 P_AAF44261 Human PR0331 nucleotide sequence SEQ ID + 2906 2906 100 0.0 

3 P_AAF72423 Human PR0331 cDNA. + 2906 2906 100 0.0 

4 P_AAZ52207 Human PR0331 protein encoding cDNA, UNQ2 + 2906 2906 100 0.0 

5 P_AAA77596 Human PR0331 cDNA sequence SEQ ID NO: 106 + 2906 2906 100 0.0 

6 P_AAX52265 Protein PR0331 cDNA clone DNA40981-1234 . + 2906 2906 100 0.0 

7 AX098385 Sequence 11 from Patent WO0119991. +. 2906 2906 100 0.0 

8 AB046800 Homo sapiens mRNA for KIAA1580 protein, + ' 2889 2898 100 0.0 

9 AC021820 Homo sapiens clone RP11-40H19, WORKING D + 2136 2136 100 0.0 
10 AC080100 Homo sapiens chromosome 11 clone RP11-45 - 2132 2135 100 0.0 



>1 P_AAC97475 Human angiogenesis-associated protein PR0331 cDNA, SEQ ID NO: 136 
(2906 bp) [1 seg] 

Score = 2906 (5761 bits), Expect = 0.0 

Identities = 2906/2906 (100%), at 1,1-2906,2906, Strand +/+ 





DNA40981 


1 


GGGGAGAGGAATTGACCATGTAAAAGGAGACTTTTTTTTTTGGTGGTGGTGGCTGTTGGG 
************************************************************ 


P 


_AAC97475 


1 


GGGGAGAGGAATTGACCATGTAAAAGGAGACTTTTTTTTTTGGTGGTGGTGGCTGTTGGG 




DNA40981 


61 


TGC C TTGC AAAAATGAAGGATGC AGGAC GC AGC TTTC TC GTGG AAC C G AAC GC AATGG AT 


p. 


_AAC97475 


61 


TGCCTTGCAAAAATGAAGGATGCAGGACGCAGCTTTCTCCTGGAACCGAACGCAATGGAT 




DNA40981 


121 


AAAC TG ATTGTGC AAGAG AG AAGG AAG AAC G AAGC TTTTTC TTGTGAGC C C TGG ATC TT A 
******************************* 


p. 


„AAC97475 


121 


AAAC TG ATTGTGC AAGAGAGAAGGAAGAACGAAGCTTTTTCTTGTGAGCCCTGGATCTTA 




DNA40981 


181 


ACACAAATGTGTATATGTGCACACAGGGAGCATTCAAGAATGAAATAAACCAGAGTTAGA 


p. 


_AAC97475 


181 


ACACAAATGTGTATATGTGCACACAGGGAGCATTCAAGAATGAAATAAACCAGAGTTAGA 




DNA40981 


241 


CCCGCGGGGGTTGGTGTGTTCTGACATAAATAAATAATCTTAAAGCAGCTGTTCCCCTCC 
********************************************** 


p_ 


_AAC97475 


241 


CCCGCGGGGGTTGGTGTGTTCTGACATAAATAAATAATCTTAAAGCAGCTGTTCCCCTCC 




DNA40981 


301 


C C AC C C C C AAAAAAAAGG ATG ATTGG AAATG AAG AAC CG AGG ATTC AC AAAG AAAAAAGT 
************************************************************ 


p_ 


_AAC97475 


301 


C C AC C C C C AAAAAAAAGG ATG ATTGG AAATG AAG AACC GAGG ATTC AC AAAG AAAAAAGT 




DNA40981 


361 


ATGTTCATTTTTCTCTATAAAGGAGAAAGTGAGCCAAGGAGATATTTTTGGAATGAAAAG 
************************************************************ 


p_ 


.AAC97475 


361 


ATGTTCATTTTTCTCTATAAAGGAGAAAGTGAGCCAAGGAGATATTTTTGGAATGAAAAG 




DNA40981 


421 


TTTGGGGCTTTTTTAGTAAAGTAAAGAACTGGTGTGGTGGTGTTTTCCTTTCTTTTTGAA 
************************************************************ 


p_ 


_AAC97475 


421 


TTTGGGGC TTTTTT AGTAAAGT AAAG AAC TGGTGTGGTGGTGTTTTC C TTTC TTTTTGAA 




DNA40981 


481 


TTTCCCACAAGAGGAGAGGAAATTAATAATACATCTGCAAAGAAATTTCAGAGAAGAAAA 
************************************************************ 


p_ 


AAC97475 . 


481 


TTTCCCACAAGAGGAGAGGAAATTAATAATACATCTGCAAAGAAATTTCAGAGAAGAAAA 




DNA40981 


541 


GTTGACCGCGGCAGATTGAGGCATTGATTGGGGGAGAGAAACCAGCAGAGCACAGTTGGA 
************************************************************ 


p_ 


.AAC97475 


541 


GTTGACCGCGGCAGATTGAGGCATTGATTGGGGGAGAGAAACCAGCAGAGCACAGTTGGA 




DNA40981 


601 


TTTGTGCCTATGTTGACTAAAATTGACGGATAATTGCAGTTGGATTTTTCTTC ATC AACC 



1 



p 


_AAC97475 


601 




DNA40981 


661 


p. 


_AAC97475 


661 




DNA40981 


721 


p. 


_AAC97475 


721 




DNA40981 


781 


p. 


_AAC97475 


781 




DNA40981 


841 


p. 


_AAC97475 


841 




DNA40981 


901 


p. 


_AAC97475 


901 




DNA40981 


961 


p. 


_AAC97475 


961 




DNA40981 


1021 


p_ 


_AAC97475 


1021 




DNA40981 


1081 


p_ 


_AAC97475 


1081 




DNA40981 


1141 


p_ 


.AAC97475 


1141 




DNA40981 


1201 


p_ 


.AAC97475 


1201 




DNA40981 


1261 


p_ 


.AAC97475 


1261 




DNA40981 


1321 


p_ 


AAC97475 


1321 




DNA40981 


1381 


p_ 


.AAC97475 


1381 




DNA40981 


1441 


p_ 


AAC97475 


1441 




DNA40981 


1501 


p_ 


AAC97475 


1501 




DNA40981 


1561 



************************************************************ 



************************************************************ 



****************************************************** 



****** 



**********************************************************^ 



************************************************************ 



************************************************************ 



************************************************************ 



**************************************** ******************^ 



************************************************************ 



***********************************************************, 



************************************************************ 



************************************************************ 



************************************************************ , 



r**********************************************************., 



************************************************************ 



********************************************************. 



DNA4 0981 1561 GATAC AGTCCC AGATTC AAGTGATTGAACGGAATGCCTTTGACAACCTTCAGTC ACTAGT 



i 



p 


_AAC97475 


1561 


GATACAGTCCCAGATTCAAGTGATTGAACGGAATGCCTTTGACAACCTTCAGTCACTAGT 




DNA40981 


1621 


GGAGATCAACCTGGCACACAATAATCTAACATTACTGCCTCATGACCTCTTCACTCCCTT 
************************************************************ 


p. 


__AAC97475 


1621 


GGAGATCAACCTGGCACACAATAATCTAACATTACTGCCTCATGACCTCTTCACTCCCTT 




DNA40981 


1681 


GCATCATCTAGAGCGGATACATTTACATCACAACCCTTGGAACTGTAACTGTGACATACT 
************************************************************ 


p. 


_AAC97475 


1681 


GCATCATCTAGAGCGGATACATTTACATCACAACCCTTGGAACTGTAACTGTGACATACT 




DNA40981 


1741 


GTGGCTCAGCTGGTGGATAAAAGACATGGCCCCCTCGAACACAGCTTGTTGTGCCCGGTG 
************************************************************ 


p. 


_AAC97475 


1741 


GTGGC TC AGC TGGTGGAT AAAAGAC ATGGCC C CCTC GAAC AC AGC TTGTTGTGCC CGGTG 




DNA40981 


1801 


TAACACTCCTCCCAATCTAAAGGGGAGGTACATTGGAGAGCTCGACCAGAATTACTTCAC 
************************************************************ 


p. 


_AAC97475 


1801 


TAACACTCCTCCCAATCTAAAGGGGAGGTACATTGGAGAGCTCGACCAGAATTACTTCAC 




DNA40981 


1861 


ATGCTATGCTCCGGTGATTGTGGAGCCCCCTGCAGACCTCAATGTCACTGAAGGCATGGC 
************************************************************ 


p. 


_AAC97475 


1861 


ATGCTATGCTCCGGTGATTGTGGAGCCCCCTGCAGACCTCAATGTCACTGAAGGCATGGC 




DNA40981 


1921 


AGCTGAGCTGAAATGTCGGGCCTCCACATCCCTGACATCTGTATCTTGGATTACTCCAAA 
************************************************************ 


p. 


_AAC97475 


1921 


AGCTGAGCTGAAATGTCGGGCCTCCACATCCCTGACATCTGTATCTTGGATTACTCCAAA 




DNA40981 


1981 


TGGAACAGTCATGACACATGGGGCGTACAAAGTGCGGATAGCTGTGCTCAGTGATGGTAC 
************************************************ * * ********** 


p_ 


.AAC97475 


1981 


TGGAACAGTCATGACACATGGGGCGTACAAAGTGCGGATAGCTGTGCTCAGTGATGGTAC 




DNA40981 


2041 


GTTAAATTTCACAAATGTAACTGTGCAAGATACAGGCATGTACACATGTATGGTGAGTAA 
************************************************************ 


p_ 


_AAC97475 


2041 


GTTAAATTTCACAAATGTAACTGTGCAAGATACAGGCATGTACACATGTATGGTGAGTAA 




DNA40981 


2101 


TTCCGTTGGGAATACTACTGCTTCAGCCACCCTGAATGTTACTGCAGCAACCACTACTCC 
************************************************************ 


p_ 


_AAC97475 


2101 


TTCCGTTGGGAATACTACTGCTTCAGCCACCCTGAATGTTACTGCAGCAACCACTACTCC 




DNA40981 


2161 


TTTCTCTTACTTTTCAACCGTCACAGTAGAGACTATGGAACCGTCTCAGGATGAGGCACG 
************************************************************ 


p_ 


_AAC97475 


2161 


TTTCTCTTACTTTTCAACCGTCACAGTAGAGACTATGGAACCGTCTCAGGATGAGGCACG 




DNA40981 


2221 


GACCACAGATAACAATGTGGGTCCCACTCCAGTGGTCGACTGGGAGACCACCAATGTGAC 
************************************************************ 


p_ 


.AAC97475 


2221 


GACCACAGATAACAATGTGGGTCCCACTCCAGTGGTCGACTGGGAGACCACCAATGTGAC 




DNA40981 


2281 


CACCTCTCTCACACCACAGAGCACAAGGTCGACAGAGAAAACCTTCACCATCCCAGTGAC 
************************************************************ 


p_ 


_AAC97475 


2281 


CACCTCTCTCACACCACAGAGCACAAGGTCGACAGAGAAAACCTTCACCATCCCAGTGAC 




DNA40981 


2341 


TGATATAAACAGTGGGATCCCAGGAATTGATGAGGTCATGAAGACTACCAAAATCATCAT 
************************************************************ 


p_ 


.AAC97475 


2341 


TGATATAAACAGTGGGATCCCAGGAATTGATGAGGTCATGAAGACTACCAAAATCATCAT 




DNA40981 


2401 


TGGGTGTTTTGTGGCCATCACACTCATGGCTGCAGTGATGCTGGTCATTTTCTACAAGAT 
************************************************************ 


p_ 


AAC97475 


2401 


TGGGTGTTTTGTGGCCATCACACTCATGGCTGCAGTGATGCTGGTCATTTTCTACAAGAT 




DNA40981 


2461 


GAGGAAGCAGCACCATCGGCAAAACCATCACGCCCCAACAAGGACTGTTGAAATTATTAA 
************************************************************ 


p_ 


AAC97475 


2461 


GAGGAAGCAGCACCATCGGCAAAACCATCACGCCCCAACAAGGACTGTTGAAATTATTAA 




DNA40981 


2521 


TGTGGATGATGAGATTACGGGAGACACACCCATGGAAAGCCACCTGCCCATGCCTGCTAT 



P_AAC 97475 2521 TGTGGATGATGAGATTACGGGAGAC AC ACCCATGGAAAGCC ACCTGCCCATGCCTGCTAT 

DNA4 0981 2581 CGAGCATGAGC ACCTAAATC ACTATAACTCATAC AAATCTCCCTTC AACCAC AC AACAAC 
************************************************************ 

P_AAC 97475 2581 CGAGCATGAGC ACCTAAATC ACTATAACTCATAC AAATCTCCCTTC AACCAC AC AACAAC 

DNA4 0981 2641 AGTTAACACAATAAATTC AATACAC AGTTCAGTGCATGAACCGTTATTGATCCGAATGAA 
************************************************************ 

P_AAC 97475 2641 AGTTAACACAATAAATTC AATACAC AGTTC AGTGCATGAACCGTTATTGATCCGAATGAA 

DNA4 0981 2701 CTCTAAAGAC AATGTACAAGAGACTC AAATCTAAAACATTTAC AGAGTTACAAAAAAC AA 
************************************************************ 

P_AAC 97475 2701 CTCTAAAGACAATGTAC AAGAGACTCAAATCTAAAACATTTAC AGAGTTACAAAAAAC AA 

DNA4 0981 2761 AC AATCAAAAAAAAAGACAGTTTATTAAAAATGACACAAATGACTGGGCTAAATCTACTG 
************************************************************ 

P_AAC 97475 2761 AC AATC AAAAAAAAAGAC AGTTTATTAAAAATGAC ACAAATGACTGGGCTAAATCTACTG 

DNA40981 2821 TTTCAAAAAAGTGTCTTTACAAAAAAACAAAAAAGAAAAGAAATTTATTTATTAAAAATT 
************************************************************ 

P__AAC97475 2821 TTTCAAAAAAGTGTCTTTACAAAAAAACAAAAAAGAAAAGAAATTTATTTATTAAAAATT 

DNA40981 2881 CTATTGTGATCTAAAGCAGACAAAAA 
************************** 

P_AAC9747 5 2881 CTATTGTGATCTAAAGCAGACAAAAA 

>2 P_AAF44261 Human PR0331 nucleotide sequence SEQ ID NO: 500. (2906 bp) [1 seg] 
Score = 2906 (5761 bits), Expect = 0.0 

Identities = 2906/2906 (100%), at 1,1-2906,2906, Strand +/+ 

DNA4 0981 1 GGGGAGAGGAATTGACCATGTAAAAGGAGACTTTTTTTTTTGGTGGTGGTGGCTGTTGGG 

************************************************************ 

P_AAF4 4 2 61 1 GGGGAGAGGAATTGACCATGTAAAAGGAGACTTTTTTTTTTGGTGGTGGTGGCTGTTGGG 

DNA40981 61 TGCCTTGCAAAAATGAAGGATGCAGGACGCAGCTTTCTCCTGGAACCGAACGCAATGGAT 
************************************************************ 

P_AAF4 4 2 61 61 TGCCTTGCAAAAATGAAGGATGCAGGACGCAGCTTTCTCCTGGAACCGAACGCAATGGAT 

DNA4 0981 121 AAACTGATTGTGC AAGAGAGAAGGAAGAACGAAGCTTTTTCTTGTGAGCCCTGGATCTTA 
************************************************************ 

P_AAF 44261 121 AAAC TG ATTGTGC AAG AG AG AAGG AAG AACGAAGC TTTTTC TTGTG AGC C C TGG ATC TT A 

DNA4 0981 181 AC AC AAATGTGTATATGTGCACACAGGGAGCATTC AAGAATGAAATAAACCAGAGTTAGA 
********************** 

P_AAF442 61 181 AC AC AAATGTGTATATGTGC AC AC AGGGAGCATTC AAGAATGAAATAAACCAGAGTTAGA 

DNA4 0981 241 CCCGCGGGGGTTGGTGTGTTCTGACATAAATAAATAATCTTAAAGC AGCTGTTCCCCTCC 

P__AAF442 61 241 CCCGCGGGGGTTGGTGTGTTCTGACATAAATAAATAATCTTAAAGCAGCTGTTCCCCTCC 

DNA4 0981 301 C C AC CC C C AAAAAAAAGG ATG ATTGG AAATG AAGAAC C GAGG ATTC AC AAAG AAAAAAGT 
************************* 

P_AAF442 61 3 01 C C AC C C C C AAAAAAAAGG ATG ATTGG AAATG AAG AAC C GAGG ATTC AC AAAG AAAAAAGT 

DNA4 0981 3 61 ATGTTCATTTTTCTCTATAAAGGAGAAAGTGAGCC AAGGAGATATTTTTGGAATGAAAAG 
*************************** 

P_AAF4 4 2 61 361 ATGTTC ATTTTTCTC TAT AAAGG AG AAAGTG AGC C AAGGAGATATTTTTGGAATGAAAAG 

DNA4 0981 421 TTTGGGGCTTTTTTAGTAAAGTAAAGAACTGGTGTGGTGGTGTTTTCCTTTCTTTTTGAA 
********************************************** 

P_AAF4 4 261 421 TTTGGGGCTTTTTTAGTAAAGTAAAGAACTGGTGTGGTGGTGTTTTCCTTTCTTTTTGAA 
DNA4 0981 481 TTTCCC AC AAGAGGAGAGGAAATTAATAATAC ATCTGC AAAGAAATTTC AGAGAAGAAAA 



P__AAF 44261 481 TTTCCCAC AAGAGGAGAGGAAATTAATAATAC ATCTGC AAAGAAATTTC AGAGAAGAAAA 

DNA4 0981 541 GTTGACCGCGGC AGATTGAGGC ATTGATTGGGGGAGAGAAACC AGC AGAGCAC AGTTGGA 
********************************************* i , if ^ iriciririf ^ icit .^. ieicilr 

P_AAF4 4261 541 GTTGACCGCGGC AGATTGAGGC ATTGATTGGGGGAGAGAAACC AGC AGAGCAC AGTTGGA 
DNA4 0981 601 TTTGTGCCTATGTTGACTAAAATTGACGGATAATTGCAGTTGGATTTTTCTTCATCAACC 

IT********************************************* 

P_AAF4 4 261 601 TTTGTGCCTATGTTGACTAAAATTGACGGATAATTGCAGTTGGATTTTTCTTCATCAACC 

DNA4 0981 661 TCCTTTTTTTTAAATTTTTATTCCTTTTGGTATCAAGATC ATGCGTTTTCTCTTGTTCTT 
********************************************** 

P_AAF4 4 261 661 TCCTTTTTTTTAAATTTTTATTCCTTTTGGTATCAAGATCATGCGTTTTCTCTTGTTCTT 

DNA4 0981 721 AACC ACCTGGATTTCCATCTGGATGTTGCTGTGATC AGTCTGAAATACAACTGTTTGAAT 
*******************************************************++*++ 

P_AAF4 4261 721 AACC ACCTGGATTTCCATCTGGATGTTGCTGTGATC AGTCTGAAATACAACTGTTTGAAT 

DNA4 0981 781 TCCAGAAGGACC AAC ACCAGATAAATTATGAATGTTGAACAAGATGACCTTACATCCACA 
*********************************************** rkicici , iciciri( ^ iricieir 

P_AAF4 4261 781 TCCAGAAGGACC AAC ACC AGATAAATTATGAATGTTGAACAAGATGACCTTACATCC ACA 

DNA4 0981 841 GCAGATAATGATAGGTCCTAGGTTTAACAGGGCCCTATTTGACCCCCTGCT^TGTGGTGCT 
**********************************************+**+ +\ ++++++++ 

P_AAF4 4 261 841 GCAGATAATGATAGGTCCTAGGTTTAACAGGGCCCTATTTGACCCCCTGCTTGTGGTGCT 

DNA4 0981 901 GCTGGC TC TTC AACTTCTTGTGGTGGC TGGTCTGGTGC GGGCTC AGAC CTGCC CTTC TGT 
**************************************** ieicicifici , iciciriciciririeie ^^ iriri( 

P_AAF 44261 901 GCTGGCTCTTCAACTTCTTGTGGTGGCTGGTCTGGTGCGGGCTCAGACCTGCCCTTCTGT 

DNA4 0981 961 GTGCTCCTGC AGC AACC AGTTC AGC AAGGTGATTTGTGTTCGGAAAAACCTGCGTGAGGT 
**********************************************+++*+*++*+++++ 

P_AAF4 4 261 961 GTGCTCCTGCAGCAACCAGTTCAGCAAGGTGATTTGTGTTCGGAAAAACCTGCGTGAGGT 

DNA4 0981 1021 TCCGGATGGCATCTCCACCAACACACGGCTGCTGAACCTCCATGAGAACCAAATCCAGAT 
***********************************************+***+++*+++++ 

P_AAF4 4 2 61 1021 TCCGGATGGCATCTCCACCAACACACGGCTGCTGAACCTCCATGAGAACCAAATCCAGAT 

DNA4 0981 1081 CATC AAAGTGAACAGCTTCAAGC ACTTGAGGC ACTTGGAAATCCTAC AGTTGAGTAGGAA 
***********************************************+**+*+*+**+++ 

P_AAF4 4261 1081 CATC AAAGTGAACAGCTTCAAGC ACTTGAGGC ACTTGGAAATCCTAC AGTTGAGTAGGAA 

DNA4 0981 1141 CCATATC AGAACCATTGAAATTGGGGCTTTC AATGGTCTGGCGAACCTC AAC ACTCTGGA 
*********************************** + * ic + *** i < i , i < + + iciirir * ific + ic + icirieir 

P_AAF4 4 261 1141 CCATATCAGAACCATTGAAATTGGGGCTTTCAATGGTCTGGCGAACCTCAACACTCTGGA 
DNA4 0981 1201 ACTCTTTGACAATCGTCTTACTACCATCCCGAATGGAGCTTTTGTATACTTGTCTAAACT 

************************************** i r** ic * iriciriciricic + + + + i(ic j c + irif 

P__AAF4 4261 1201 AC TC TTTGAC AATC GTC TT AC TACC ATC C CGAATGGAGC TTTTGTATAC TTGTC T AAACT 

DNA4 0981 1261 GAAGGAGCTCTGGTTGCGAAACAACCCCATTGAAAGCATCCCTTCTTATGCTTTTAACAG 
********************************* ir ** ir + + * + * + ***** + + + + + + + ^ + + iciv 

P__AAF 44261 1261 GAAGGAGCTCTGGTTGCGAAAC AACCCC ATTGAAAGC ATCCCTTCTTATGCTTTTAAC AG 



DNA4 0981 1321 AATTCCTTCTTTGCGCCGACTAGACTTAGGGGAATTGAAAAGACTTTCATACATCTCAGA 
*******************************+***********+++*+++++++^^++^^ 

P_AAF4 42 61 1321 AATTCCTTCTTTGCGCCGACTAGACTTAGGGGAATTGAAAAGACTTTC ATAC ATCTCAGA 

DNA4 0981 1381 AGGTGCCTTTGAAGGTCTGTCCAACTTGAGGTATTTGAACCTTGCC ATGTGCAACCTTCG 
*************************************** iricieiticieir ^ iciric ^^ iciritirieiFit ^ 

P_AAF4 4261 1381 AGGTGCCTTTGAAGGTCTGTCCAACTTGAGGTATTTGAACCTTGCCATGTGCAACCTTCG 
DNA4 0 981 1441 GGAAATCCCTAACCTCACACCGCTCATAAAACTAGATGAGCTGGATCTTTCTGGGAATCA 



\1 



************************************************************ 
P_AAF4 4 261 1441 GGAAATCCCTAACCTCAC ACCGCTC ATAAAACTAGATGAGCTGGATCTTTCTGGGAATC A 

DNA4 0981 1501 TTTATCTGCC ATC AGGCCTGGCTCTTTCCAGGGTTTGATGC ACCTTCAAAAACTGTGGAT 
*************************************************** *-* ******* 

P_AAF4 4261 1501 TTTATCTGCC ATC AGGCCTGGCTCTTTCCAGGGTTTGATGC ACCTTCAAAAACTGTGGAT 

DNA4 0981 1561 GATACAGTCCC AGATTC AAGTGATTGAACGGAATGCCTTTGAC AACCTTC AGTC ACTAGT 
************************************************************ 

P_AAF4 4 261 1561 GATACAGTCCC AGATTC AAGTGATTGAACGGAATGCCTTTGAC AACCTTC AGTC ACTAGT 

DNA4 0981 1621 GGAGATCAACCTGGCACACAATAATCTAAC ATTACTGCCTC ATGACCTCTTCACTCCCTT 
************************************************************ 

P_AAF4 4 261 1621 GGAGATCAACCTGGCACACAATAATCTAAC ATTACTGCCTC ATGACCTCTTCACTCCCTT 

DNA40981 1681 GCATCATCTAGAGCGGATACATTTACATCACAACCCTTGGAACTGTAACTGTGACATACT 
************************************************************ 

P_AAF4 4261 1681 GC ATCATCTAGAGCGGATACATTTAC ATCACAACCCTTGGAACTGTAACTGTGAC ATACT 

DNA4 0981 1741 GTGGCTCAGCTGGTGGATAAAAGAC ATGGCCCCCTCGAACACAGCTTGTTGTGCCCGGTG 
************************************************************ 

P_AAF4 4261 1741 GTGGCTCAGCTGGTGGATAAAAGACATGGCCCCCTCGAAC ACAGCTTGTTGTGCCCGGTG 

- DNA4 0981 1801 TAAC ACTCCTCCCAATCTAAAGGGGAGGTAC ATTGGAGAGCTCGACC AGAATTACTTC AC 
**************************************** * * ****************** 

P_AAF4 4 261 1801 TAAC ACTCCTCCCAATCTAAAGGGGAGGTAC ATTGGAGAGCTCGACC AGAATTACTTC AC 

DNA4 0981 1861 ATGCTATGCTCCGGTGATTGTGGAGCCCCCTGCAGACCTCAATGTCACTGAAGGCATGGC 
************************************************************ 

P__AAF4 4 261 1861 ATGCTATGCTCCGGTGATTGTGGAGCCCCCTGCAGACCTCAATGTCACTGAAGGCATGGC 

DNA4 0981 1921 AGCTGAGCTGAAATGTCGGGCCTCC ACATCCCTGAC ATCTGTATCTTGGATTACTCCAAA 
************************************************************ 
P_AAF4 4 261 1921 AGCTGAGCTGAAATGTCGGGCCTCC ACATCCCTGAC ATCTGTATCTTGGATTACTCCAAA 

DNA4 0981 1981 TGGAAC AGTCATGAC ACATGGGGCGTAC AAAGTGCGGATAGCTGTGCTC AGTGATGGTAC 

************************************************************ 

P_AAF4 4261 1981 TGGAAC AGTC ATGAC AC ATGGGGCGTAC AAAGTGCGGATAGCTGTGCTC AGTGATGGTAC 

DNA4 0981 2041 GTTAAATTTC AC AAATGTAACTGTGC AAGATAC AGGC ATGTACAC ATGTATGGTGAGTAA 
************************************************************ 

P_AAF4 4 2 61 2041 GTTAAATTTC AC AAATGTAACTGTGC AAGATAC AGGC ATGTACAC ATGTATGGTGAGTAA 

DNA4 0981 2101 TTCCGTTGGGAATACTACTGCTTCAGCCACCCTGAATGTTACTGCAGC AACCACTACTCC 
************************************************************ 

P_AAF442 6 1 2101 TTCCGTTGGGAATACTACTGCTTCAGCCACCCTGAATGTTACTGCAGC AACCACTACTCC 

DNA4 0981 2161 TTTC TC TTAC TTTTC AAC C GTC AC AGTAGAG ACTATGGAACCGTCTC AGG ATGAGGC AC G 
****************************************************** * * * * * * 

P_AAF4 4 261 2161 TTTCTCTTACTTTTCAACCGTCAC AGTAGAGACTATGGAACCGTCTCAGGATGAGGC ACG 

DNA4 0981 2221 GACC ACAGATAACAATGTGGGTCCCACTCCAGTGGTCGACTGGGAGACC ACCAATGTGAC 
************************************************************ 

P_AAF442 61 2221 GACC AC AG ATAACAATGTGGGTCCC AC TCCAGTGGTCG AC TGGG AG AC C ACCAATGTGAC 

DNA4 0981 2281 C ACCTCTCTCACACC AC AGAGCACAAGGTCGACAGAGAAAACCTTCACCATCCCAGTGAC 
***************************************** 

P_AAF4 4 2 61 22 81 C ACCTCTCTCAC ACCAC AGAGC AC AAGGTCGACAGAGAAAACCTTCACC ATCCCAGTGAC 

DNA4 0981 2341 TGATATAAAC AGTGGGATCCC AGGAATTGATGAGGTC ATGAAGACTACC AAAATCATC AT 
************************************************************ 
P_AAF442 6 1 23 41 TGATATAAAC AGTGGGATCCC AGGAATTGATGAGGTC ATGAAGACTACC AAAATCATC AT 

DNA4 0981 2401 TGGGTGTTTTGTGGCC ATC AC ACTC ATGGCTGC AGTGATGCTGGTC ATTTTCTACAAGAT 



3 

V 




, ....... =s=^^e ! 

, ^ ^^^^^^^ 

^ a 2 ^s^^ 
— ; ^^^^^ 



p. 


_AAF72423 


361 


ATGTTCATTTTTCTCTATAAAGGAGAAAGTGAGCCAAGGAGATATTTTTGGAATGAAAAG 




DNA40981 


421 


TTTGGGGC TTTTTT AGT AAAGTAAAGAACTGGTGTGGTGGTGTTTTCC TTTC TTTTTG AA 


p. 


_AAF72423 


421 


TTTGGGGCTTTTTTAGTAAAGTAAAGAACTGGTGTGGTGGTGTTTTCCTTTCTTTTTGAA 




DNA40981 


481 


TTTCCCACAAGAGGAGAGGAAATTAATAATACATCTGCAAAGAAATTTCAGAGAAGAAAA 
***************************^ 


p. 


_AAF72423 


481 


TTTCCCACAAGAGGAGAGGAAATTAATAATACATCTGCAAAGAAATTTCAGAGAAGAAAA 




DNA40981 


541 


GTTGACCGCGGCAGATTGAGGCATTGATTGGGGGAGAGAAACCAGCAGAGCACAGTTGGA 
*********************************^ 


p. 


_AAF72423 


541 


GTTGACCGCGGCAGATTGAGGCATTGATTGGGGGAGAGAAACCAGCAGAGCACAGTTGGA 




DNA40981 


601 


TTTGTGCCTATGTTGACTAAAATTGACGGATAATTGCAGTTGGATTTTTCTTCATCAACC 


p. 


_AAF72423 


601 


TTTGTGCCTATGTTGACTAAAATTGACGGATAATTGCAGTTGGATTTTTCTTCATCAACC 




DNA40981 


661 


TCCTTTTTTTTAAATTTTTATTCCTTTTGGTATCAAGATCATGCGTTTTCTCTTGTTCTT 


p_ 


_AAF72423 


661 


TCCTTTTTTTTAAATTTTTATTCCTTTTGGTATCAAGATCATGCGTTTTCTCTTGTTCTT 




DNA40981 


721 


AACCACCTGGATTTCCATCTGGATGTTGCTGTGATCAGTCTGAAATACAACTGTTTGAAT 
********************************^ 


p_ 


_AAF72423 


721 


AACCACCTGGATTTCCATCTGGATGTTGCTGTGATCAGTCTGAAATACAACTGTTTGAAT 




DNA40981 


781 


TCCAGAAGGACCAACACCAGATAAATTATGAATGTTGAACAAGATGACCTTACATCCACA 


p_ 


_AAF72423 


781 


TCCAGAAGGACCAACACCAGATAAATTATGAATGTTGAACAAGATGACCTTACATCCACA 




DNA40981 


841 


GCAGATAATGATAGGTCCTAGGTTTAACAGGGCCCTATTTGACCCCCTGCTTGTGGTGCT 


p_ 


_AAF72423 


841 


GCAGATAATGATAGGTCCTAGGTTTAACAGGGCCCTATTTGACCCCCTGCTTGTGGTGCT 




DNA40981 


901 


GCTGGCTCTTCAACTTCTTGTGGTGGCTGGTCTGGTGCGGGCTCAGACCTGCCCTTCTGT 
**************************^ 


p_ 


_AAF72423 


901 


GCTGGCTCTTCAACTTCTTGTGGTGGCTGGTCTGGTGCGGGCTCAGACCTGCCCTTCTGT 




DNA40981 


961 


GTGCTCCTGCAGCAACCAGTTCAGCAAGGTGATTTGTGTTCGGAAAAACCTGCGTGAGGT 


p_ 


_AAF72423 


961 


GTGC TC C TGC AGC AAC C AGTTC AGC AAGGTG ATTTGTGTTC GGAAAAACCTGC GTG AGGT 




DNA40981 


1021 


TCCGGATGGCATCTCCACCAACACACGGCTGCTGAACCTCCATGAGAACCAAATCCAGAT 
**************************^ 


p_ 


_AAF72423 


1021 


TCCGGATGGCATCTCCACCAACACACGGCTGCTGAACCTCCATGAGAACCAAATCCAGAT 




DNA40981 


1081 


CATCAAAGTGAACAGCTTCAAGCACTTGAGGCACTTGGAAATCCTACAGTTGAGTAGGAA 


p_ 


.AAF72423 


1081 


CATCAAAGTGAACAGCTTCAAGCACTTGAGGCACTTGGAAATCCTACAGTTGAGTAGGAA 




DNA40981 


1141 


CCATATCAGAACCATTGAAATTGGGGCTTTCAATGGTCTGGCGAACCTCAACACTCTGGA 


p_ 


_AAF72423 


1141 


CCATATCAGAACCATTGAAATTGGGGCTTTCAATGGTCTGGCGAACCTCAACACTCTGGA 




DNA40981 


1201 


ACTCTTTGACAATCGTCTTACTACCATCCCGAATGGAGCTTTTGTATACTTGTCTAAACT 


p_ 


.AAF72423 


1201 


ACTCTTTGACAATCGTCTTACTACCATCCCGAATGGAGCTTTTGTATACTTGTCTAAACT 




DNA40981 


1261 


GAAGGAGCTCTGGTTGCGAAACAACCCCATTGAAAGCATCCCTTCTTATGCTTTTAACAG 
***************************** 


p_ 


.AAF72423 


1261 


GAAGGAGCTCTGGTTGCGAAACAACCCCATTGAAAGCATCCCTTCTTATGCTTTTAACAG 




DNA40981 


1321 


AATTCCTTCTTTGCGCCGACTAGACTTAGGGGAATTGAAAAGACTTTCATACATCTCAGA 




,„„,,, ....•••••••""•********\ 

AAF72423 1321 AArrCCTrCTTTGCGCCGACTAGACTTAGGGtt.^ . & v 

■M09.1 ^i aggt™aaggtg^ ^ 

AAF72423 1381 AGGTGCCTTTGAAGGTCTGTCCAACTTOAGGTMTTGM^fSC ^ ^ 

DS A40981 1441 ^CCCT»™CCGC^ ^ 
.AF72423 1441 ^TCCCTAACC^CACCGCTCATAAAACTAGATGAGC^TC^ ^ 

D „A40981 150! m****™***™"*^^ y 
^,2423 1501 ^GCC^C^TCT^CAGGO^GA^ACC^AAAAAC^^ 

15,1 —TCCCAGA^AAG™^^ 
^,2423 15.1 GATACAGTCCCAGATTCAAGTGATTGAACGGAATGCCTTTGACAACCTTCAGTCACTAGT ^ 

^40981 1621 GGAGA^AACC^ACAC—^Ca™^ 

MF7 2423 1621 
"■M.9.1 168! GCATCATCTAGa™™^^ 
^,2423 1681 GCATCATCTAGAGCGGATACATTrACATCACAACCCTTGGAACTGTAACTGTGACATACT 

_ DN A4098! 1,41 GTGGCXCAGCT—AAAAG^^ 

P AAF72423 1,41 G^AGC™—^^ . 

"-M.9.1 1801 T AACAC TC CTCCCAA = GGGAGG™ 

p AAP72423 180! TAACACTCCTCCCAATCTAAAGGGGAGGTACATTGGAGAGCTCGACCAGAATTACTTCAC 

" D „A40981 1861 A^TATGCTCCGGTGATTG^A^^ 

P AA.72423 1861 a^=cg=™ 

M A40981 1921 AGCTGAGC.GAAA^CC.C^ 

P AA.72423 1921 iG^GlGC^GTCGGGCG^CACA^CC.GACAl.TGTA.Crr^AC.CCAAA 

"-M...1 1981 -AACAG^OACAG— 

P AAP72423 1981 TCGAACAGTCATGACACATGGGGCGTACAAAGTGCGGATAGC'KjTGCTCAGTGATGGTAC 

»A40,81 2041 g™aa™a = A«^ 
P AAP72423 2041 =™aCAAA TC ™^^ 

"™a40981 2101 ttccgttgggaatactactgcttcagccaccctgaatg^actgcagc 

P AAP72423 2101 ^G^AC^ 

' " D »A40981 216! TTTCTCTTACTTTTCAACCGTCACAGTAGAGACTATGGA^ 

P llp7 2 423 2161 ™ac= C ™^ 
" D »A40981 2221 GACCACAGATAACAATGTCGGTCCCACTCCAGTGGTCGACTGGGAG^ 
P AA.72423 2221 GACCACAGATAACAATGTGGGTCCCACTCCAGTGGTCGACTGGGAGACCACCAATCTGAC 

"o„A40,8i 22 81 cacctc T gtgacacgacagagcacaaggtggacagagaaaacc™agca T cgcagtgac 




P ^72423 -X ^^^^ •• ^ 

P ^72423 24.1 G««« CMC ^ sc _ ccftTCG ^^ 
P MP72423 252X ^«™ C " 

p MP72423 25 8 X CO»*™C« ™ ^^w,™*-^ 

p ^2423 2*41 

P_ WF ,2423 2,0, C— *C K S C^ ST C 

P MF 72423 ,7.1 -- TW ^ WCW !L CJMH *^S^ 
PMF72423 2821 TTTC«*»ACTGTCT 

. P,^2423 2» 81 — — cDm , MQ29 , DNS . - — 

„ PR0331 protein encoainy 
>4 P _AAZ52207 Human PR0331 P 

(29 06 bp) tl s ^ 61 b its), Expect = 0^ strand + / + 

Score = 2906 JjVbl Q%) , at 1,1 ^uo. ^rTCGTGGTGGCTGTTGGG 

Identities = 2906/^u B rr AGACTTTTTTTTTTGGTGGTbij 

p W Z52207 1 "" CCM ^ 

P ^2207 ex -c^cm— ^ 

O »40, 8 X X2X 
P^S2207 X2X -"■""""^^ 

— ls ; — ft 



\ 



M2522 „ 7 »1 ;=30 T — TT C— v CO ^ 

DNA40981 ^ 

DNA40981 ^ == - — 

P AAZ52207 541 _ a ni'T'TTTCTTC ATC AACC 

P_AAZ52207 601 TTTGTW^ia ^.^r&TPATTCGTTTTCTCTTGTTCTT 



DNA40981 


661 1 


P_AAZ52207 


661 1 


DNA40981 


721 1 


P__AAZ52207 


721 ; 


DNA40981 


781 


P__AAZ52207 


781 


DNA40981 


841 


P_AAZ52207 


841 


DNA40981 


901 


P_AAZ52207 


901 


DNA40981 


961 


P_AAZ52207 


961 


DNA40981 


1021 



P__AAZ52207 

DNA4098 
P_AAZ52207 





DNA40981 


1201 


ACTCTTTGACAATCGTCTTACTACCATCCCGAATCGAnrTTTTnTATAPTTnTr'TAaarT 


p 


_AAZ52207 


1201 


ACTCTTTGACAATCGTCTTACTACCATCCCGAATGGAGCTTTTGTATACTTGTCTAAACT 




DNA40981 


1261 


GAAGGAGCTCTGGTTGCGAAACAACCCCATTGAAAQrATrrrTTrTTATnrTTTTAArAr* 
*************************************^ 


p 


_AAZ52207 


1261 


GAAGGAGCTCTGGTTGCGAAACAACCCCATTGAAAGCATCCCTTCTTATGCTTTTAACAG 




DNA40981 


1321 


AATTCCTTCTTTGCGCCGACTAGAPTTAGGPPAATTPAAA A^APTTTPaTaraTrTPara 


p 


_AAZ52207 


1321 


AATTCCTTCTTTGCGCCGACTAGACTTAGGGGAATTGAAAAGACTTTCATACATCTCAGA 




DNA40981 


1381 


AGGTGCCTTTGAAGGTCTGTPPAJ\PTTPAPnTATTTPAAPPTTPPPATPTPP aarrTTPP 

******************************************* 


p. 


_AAZ52207 


1381 


AGGTGCCTTTGAAGGTCTGTCCAACTTGAGGTATTTGAACCTTGCCATGTGCAACCTTCG 




DNA40981 


1441 


GGAAATPPPTAAPPTPAPAPPr!PTPaTaaaaPTaPiaTPapP r PPPa f rP r P f rT | r , T>ppp7\ Amp * 

************************************************************ 


p. 


_AAZ52207 


1441 


GGAAATC CC TAAC C TC AC AC CGC TC ATAAAAC TAGATGAGC TGGATC TTTC TGGGAATC A 




DNA40981 


1501 


TTT ATCTGPP ATP AGGPPTPPPTPTTTPP APPPTTTP ATPP appttp a a a a iv P r rr , T>r , r t a ti 

************************************************************ 


p. 


_AAZ52207 


1501 


TTTATCTGCCATCAGGCCTGGCTCTTTCCAGGGTTTGATGCACCTTCAAAAACTGTGGAT 




DNA40981 


1561 


GATAC AGTCCC AGATTC AAGTGATTG A APPP A ATPPPTTTPAP A APPTTP A PTP a pt apt 

************************************************************ 


p. 


_AAZ52207 


1561 


GAT AC AGTCCC AGATTC AAGTGATTGAACGGAATGCCTTTGACAACCTTCAGTC AC TAGT 




DNA40981 


1621 


GGAGATCAACPTGGPAPAPAATAATPTA AP ATTAPTPPPTP ATP APPTPTTPaPTrrr-TT 

************************************************************ 


p_ 


_AAZ52207 


1621 


GGAGATCAACCTGGCACACAATAATCTAACATTACTGCCTCATGACCTCTTCACTCCCTT 




DNA40981 


1681 


GCATC ATCT AG AGPGG AT APATTTAP ATP AP A APPPTTPP A A PTPT a a ptptp a n a t a r"T 

v - JV —- r ^ J- v-n x \_ x nunuv^ uun x n\_n xxx n^,rt X LnLnrtLLL 1 1 uunn\_, 1 \j 1 nnL- lul vjn.L,n 1 n\_ 1 
************************************************************ 


p_ 


.AAZ52207 


1681 


GCATCATCTAGAGCGGATACATTTACATCACAACCCTTGGAACTGTAACTGTGACATACT 




DNA40981 


1741 


GTGGCTPAQ^T^fiTCGATAAAA^APaT^PPPPPPTPPAaPaPaPPT m PTTPT^^ , r , rr•r , ^ 1 r , 

vj x uu\_ x v^nvjv^ x uvj x VJU" x ftrtnrtvjriv^ft x uuV^ V^, V„ v_ V„ 1 \^unn\^nv^nVjV^ 1 1 u 1 Hjl buLLuu 1 u 


p_ 


_AAZ52207 


1741 


GTGGCTCAGCTGGTGGATAAAAGACATGGCCCCCTCGAACACAGCTTGTTGTGCCCGGTG 




DNA40981 


1801 


TAAC AC TC P TP P P A ATP T A A A PPPP A PPT AP A TTPP A P a PP TPP a P P a P a a to 1 a n mmp a r 1 

J- nnv^n\_ x v—v^- x v^uv^njix x nnnu Uuunuu 1 n\^n± x uununuV— 1 LbnLLnunA 1 1 /\v_ 1 1 v^nL, 
************************************************************ 


p_ 


_AAZ52207 


1801 


TAACACTCCTCCCAATCTAAAGGGGAGGTACATTGGAGAGCTCGACCAGAATTACTTCAC 




DNA40981 


1861 


ATGPTATPPTPPPPTP ATTPTPP APPPPPPTPP AP apptp a a tptp afTP a a ppp a rvnnn 

************************************************************ 


p_ 


_AAZ52207 


1861 


ATGCTATGCTCCGGTGATTGTGGAGCCCCCTGCAGACCTCAATGTCACTGAAGGCATGGC 




DNA40981 


1921 


AGCTGAGCTGAAATGTPGPPPPTPPAPATPPPTPAP ATPTPT atpttpp att^ptpp a a a 

************************************************************ 


p_ 


AAZ52207 


1921 


AGCTGAGCTGAAATGTCGGGCCTCCACATCCCTGACATCTGTATCTTGGATTACTCCAAA 




DNA40981 


1981 


TGGAACAGTPATPAPAPATPPPPPPTAP A A APTPPPP AT apptptpptp a ptp a tppt a p 

************************************************************ 


p_ 


.AAZ52207 


1981 


TGGAACAGTCATGACACATGGGGCGTACAAAGTGCGGATAGCTGTGCTCAGTGATGGTAC 




DNA4 0 981 


2041 


GTTAAATTTCACAAATGTAACTGTGCAAGATACAGGCATGTACACATGTATGGTGAGTAA 
************************************************************ 


p_ 


AAZ52207 


2041 


GTTAAATTTCACAAATGTAACTGTGCAAGATACAGGCATGTACACATGTATGGTGAGTAA 




DNA40981 


2101 


TTCCGTTGGGAATACTACTGCTTCAGCCACCCTGAATGTTACTGCAGCAACCACTACTCC 


p_ 


.AAZ52207 


2101 


TTCCGTTGGGAATACTACTGCTTCAGCCACCCTGAATGTTACTGCAGCAACCACTACTCC 





DNA40981 


2161 


TTTCTCTTACTTTTCAACCGTCACAGTAGAGACTATGGAACCGTCTCAGGATGAGGCACG 
************************************************************ 


p_ 


_AA__ D Z Z U / 


z ± b ± 


rpn-T-pn-/-*TTAPTTTTP A APPPTP aP APTAP AP APTATPP A APPPTPTP APPATPAPPP APP 




DNA40981 


2221 


GACCACAGATAACAATGTGGGTCCCACTCCAGTGGTCGACTGGGAGACCACCAATGTGAC 
************************************************************ 


p_ 


_AAZr JZZU / 


O O O 1 

ZZZ1 


pappapapata TAP A ATPTPPPTPPP APTPP APTPP-TPP APTPPP APAPP APP A ATPTPAP 
CACCACACA1 AACAA 1 C 1 CroVj 1 C v_v_,/-_V_ 1 LLrtu 1 ovj 1 v_.Vj.r_V_ 1 VjV_iV_jrtVjrtV_V__^V_V_rl_-_ 1 Vj 1 Vj.r_v_ 




DNA40981 


2281 


CACCTCTCTCACACCACAGAGCACAAGGTCGACAGAGAAAACCTTCACCATCCCAGTGAC 
************************************************************ 


p_ 


_AAZ dZZV / 


zz o± 


P APPTPTPTP APAPP AP APAPP AP A APPTPP AP AP AP A A A APPTTP APP ATPPP APTPAP 




DNA40981 


2341 


TGATATAAACAGTGGGATCCCAGGAATTGATGAGGTCATGAAGACTACCAAAATCATCAT 
************************************************************ 


p_ 


_AAZ5zzO / 


Z J41 


mp a rn7\ m a A 7\ O A PTPPPATPPP A PP A A TTP A TP A PPTP A TP A A P A PT 1 A PP A A A ATP A TP AT 1 
TbAl A 1 AAAC AC 1 CCCA 1 LLL ACCAA 1 1 Cr_ 1 V_r/\CVj 1 V_.rl 1 Vji-i/vcrriV,. 1 M.V_. V_ _-__-__-_>_ 1 V_.ri 1 V_r_ 1 




DNA40981 


2401 


TGGGTGTTTTGTGGCCATCACACTCATGGCTGCAGTGATGCTGGTCATTTTCTACAAGAT 
* * * ★ ***************************************** 


p_ 


_AAZ522 07 


2401 


rrmr«rimr«mrnrnfTir<mr<nr i r i A rnp APA prp/*~ a T^PPprpPP t\ prnp 7\ fT , r^P r PPPT 1 P ATTTTPTAP A APAT 

TGGGTGTTTTGTGGCCAICACAC ICA1CCC i CC AC 1 CA 1 CC 1 CC 1 C A 1 1 1 iLiHLHAbAi 




DNA40981 


2461 


GAGGAAGCAGCACCATCGGCAAAACCATCACGCCCCAACAAGGACTGTTGAAATTATTAA 
************************************************************ 


p_ 


_AAZ 5 z z U / 


z4b± 


pappa app APP APP ATPPPP AAA APP ATP A PPPPPP A AP A APP APTPTTP A A ATT ATT A A 
CACCAACC ACC ACC A 1 CCCC-tA/^/AjHA-- V_._-i 1 ^r^\^\jj^L.L>^r\/\V^iAi-ivjVji/Av^ 1 Vj J. J. \jr\r\c\ J. 1 /A 1 J- r\r\ 




DNA40981 


2521 


TGTGGATGATGAGATTAC GGGAGAC AC AC CC ATGGAAAGC C AC C TGC C C ATGC C TGCTAT 
************************************************************ 


p_ 


_AAZ o z z U / 




rnr t rnr , r i 7\rnr i A TP APA TT 1 A PPPP AP A P AP APPP ATPP A A A PPP A PPTPPPP ATPPPTPPT AT 
1 C 1 CCA 1 CA 1 bAbA 1 1 ACCCC.r\Vjr.rAv_/\v_.rAV_V_V_.r-_ 1 VjVjj.rVrVj^V_iV_ V_/\V_ V^. 1 VjjV_.V_v_.t-1 ± VjiV_,V_ 1 VjjV_ inl 




DNA40981 


2581 


CGAGCATGAGCACCTAAATCACTATAACTCATACAAATCTCCCTTCAACCACACAACAAC 
************************************************************ 


p_ 


_AAZ 522 07 


2 581 


z~i t\ /~ i/ - t ti mp a APPrriA A A rn/-t a PT A T A A P TP ATA P A A A TPTPPPTTP AAPPAPAPAAPAAP 

CCACC A TCACC ACL. 1 AAA 1 LAL I A 1 AAL 1 C A 1 ALniirt 1 C 1 CCC i l LrL^LLriLML/irtLArtL 




DNA40981 


2641 


AGTTAACACAATAAATTCAATACACAGTTCAGTGCATGAACCGTTATTGATCCGAATGAA 
************************************************************ 


p_ 


_AAZ522 07 


2641 


7v pmm7\ iPAPA t\ m7\ 7\a mmp a 7\mAPAP A P TTP APTPP A TP A A PPP TT A TTP ATPPP A ATP A A 

AGTTAAC AC AATAAATTC AA 1 AC AC Ab 1 iCAClCCAlCAACCCl lAi l i ccci\A x v_r_-iur_ 




DNA40981 


2701 


CTCTAAAGACAATGTACAAGAGACTCAAATCTAAAACATTTACAGAGTTACAAAAAACAA 
*****************************************.******************* 


p_ 


_AAZ522 07 


2701 


nmnm 7\ 7\ aP7\Pa 7\ mfirpA P 7\ APAPA pmp AAA TPT A A A APATTTAPAP A PTT AP AAAAAAPAA 

CTCTAAACAC AA TC 1 AC AACACAC I C AAA 1 C 1 AAAALA ill AbAbAb i i 




DNA40981 


2761 


ACAATCAAAAAAAAAGACAGTTTATTAAAAATGACACAAATGACTGGGCTAAATCTACTG 
************************************************************ 


p_ 


_AA__ D z z U / 


o n a 1 
z / b 1 


APA ATP A A A A A A A A A P A P A PTTT ATT A AAA ATPAP AP A A ATP APTPPPPT A A ATPTAPTP 
AC AA 1 C r\r\r\r\/\/__TjTJ\Vjji\v_, i-_V_r 1 1 IA1 1 J-\J~\±\r\r\ 1 V_x.f-i.V_, .rt,V_. X Vjj.rt.V_ i. V_f V_rv_rV_ J. _-__-__-_ J. v_ .l _-_v_, x \j 




DNA40981 


2821 


TTTCAAAAAAGTGTCTTTACAAAAAAACAAAAAAGAAAAGAAATTTATTTATTAAAAATT 
************************************************************ 


p. 


_AAZ52207 


2821 


TTTCAAAAAAGTGTCTTTACAAAAAAACAAAAAAGAAAAGAAATTTATTTATTAAAAATT 




DNA40981 


2881 


CTATTGTGATCTAAAGCAGACAAAAA 
************************** 


p. 


_AAZ52207 


2881 


C T ATTGTG ATC TAAAGC AG AC AAAAA 


>5 P_AAA77596 Human PR0331 cDNA sequence SEQ ID NO: 106. DNA, PAT 07-NOV-2000 



(2906 bp) [1 seg] 

Score = 2906 (5761 bits), Expect = 0.0 

Identities = 2906/2906 (100%), at 1,1-2 906,2906, Strand +/+ 

DNA4 09 81 1 GGGGAGAGGAATTGACCATGTAAAAGGAGACTTTTTTTTTTGGTGGTGGTGGCTGTTGGG 

************************************************************ 
P_AAA7 75 96 1 GGGGAGAGGAATTGACCATGTAAAAGGAGACTTTTTTTTTTGGTGGTGGTGGCTGTTGGG 

DNA4 0981 61 TGCCTTGCAAAAATGAAGGATGCAGGACGCAGCTTTCTCCTGGAACCGAACGCAATGGAT 

************************************************************ 
P_AAA7 7 5 9 6 61 TGCCTTGC AAAAATGAAGGATGC AGGACGC AGCTTTCTCCTGGAACCGAACGC AATGGAT 





DNA40981 


121 


AAAC TG ATTGTGC AAG AG AG AAGG AAG AAC G AAGC TTTTTC TTGTG AGC C C TGG ATCTT A 
***************************************** 


p 


_AAA7 759 6 


121 


AAACTGATTGTGCAAGAGAGAAGGAAGAACGAAGCTTTTTCTTGTGAGCCCTGGATCTTA 




DNA40981 


181 


ACACAAATGTGTATATGTGCACACAGGGAGCATTCAAGAATGAAATAAACCAGAGTTAGA 
************************************************************ 


p. 


_AAA7 7596 


181 


ACACAAATGTGTATATGTGCACACAGGGAGCATTCAAGAATGAAATAAACCAGAGTTAGA 




DNA40981 


241 


CCCGCGGGGGTTGGTGTGTTCTGACATAAATAAATAATCTTAAAGCAGCTGTTCCCCTCC 
************************************************************ 


p. 


_AAA77596 


241 


CCCGCGGGGGTTGGTGTGTTCTGACATAAATAAATAATCTTAAAGCAGCTGTTCCCCTCC 




DNA40981 


301 


CCACCCCCAAAAAAAAGGATGATTGGAAATGAAGAACCGAGGATTCACAAAGAAAAAAGT 
************************************************************ 


p. 


_AAA77596 


301 


CCACCCCCAAAAAAAAGGATGATTGGAAATGAAGAACCGAGGATTCACAAAGAAAAAAGT 




DNA40981 


361 


ATGTTCATTTTTCTCTATAAAGGAGAAAGTGAGCCAAGGAGATATTTTTGGAATGAAAAG 
************************************************************ 


p. 


_AAA77596 


361 


ATGTTCATTTTTCTCTATAAAGGAGAAAGTGAGCCAAGGAGATATTTTTGGAATGAAAAG 




DNA40981 


421 


TTTGGGGCTTTTTTAGTAAAGTAAAGAACTGGTGTGGTGGTGTTTTCCTTTCTTTTTGAA 
************************************************************ 


p. 


„AAA77596 


421 


TTTGGGGC TTTTTT AGT AAAGT AAAG AAC TGGTGTGGTGGTGTTTTC C TTTC TTTTTG AA 




DNA40981 


481 


TTTCCCACAAGAGGAGAGGAAATTAATAATACATCTGCAAAGAAATTTCAGAGAAGAAAA 
************************************************************ 


p_ 


_AAA7 7596 


481 


TTTCCCACAAGAGGAGAGGAAATTAATAATACATCTGCAAAGAAATTTCAGAGAAGAAAA 




DNA40981 


541 


GTTGACCGCGGCAGATTGAGGCATTGATTGGGGGAGAGAAACCAGCAGAGCACAGTTGGA 
************************************************************ 


p_ 


_AAA7 7596 


541 


GTTGACCGCGGCAGATTGAGGCATTGATTGGGGGAGAGAAACCAGCAGAGCACAGTTGGA 




DNA40981 


601 


TTTGTGCCTATGTTGACTAAAATTGACGGATAATTGCAGTTGGATTTTTCTTCATCAACC 
************************************************************ 


p_ 


_AAA77596 


601 


TTTGTGCCTATGTTGACTAAAATTGACGGATAATTGCAGTTGGATTTTTCTTCATCAACC 




DNA40981 


661 


TCCTTTTTTTTAAATTTTTATTCCTTTTGGTATCAAGATCATGCGTTTTCTCTTGTTCTT 
************************************************************ 


p_ 


_AAA77596 


661 


TCCTTTTTTTTAAATTTTTATTCCTTTTGGTATCAAGATCATGCGTTTTCTCTTGTTCTT 




DNA40981 


721 


AACCACCTGGATTTCCATCTGGATGTTGCTGTGATCAGTCTGAAATACAACTGTTTGAAT 
************************************************************ 


p_ 


_AAA77596 


721 


AACCACCTGGATTTCCATCTGGATGTTGCTGTGATCAGTCTGAAATACAACTGTTTGAAT 




DNA40981 


781 


TCCAGAAGGACCAACACCAGATAAATTATGAATGTTGAACAAGATGACCTTACATCCACA 
************************************************************ 


p_ 


_AAA77596 


781 


TCCAGAAGGACCAACACCAGATAAATTATGAATGTTGAACAAGATGACCTTACATCCACA 




DNA40981 


841 


GCAGATAATGATAGGTCCTAGGTTTAACAGGGCCCTATTTGACCCCCTGCTTGTGGTGCT 
************************************************************ 


p_ 


_AAA7 7 596 


841 


GCAGATAATGATAGGTCCTAGGTTTAACAGGGCCCTATTTGACCCCCTGCTTGTGGTGCT 




DNA40981 


901 


GCTGGCTCTTCAACTTCTTGTGGTGGCTGGTCTGGTGCGGGCTCAGACCTGCCCTTCTGT 
************************************************************ 


p_ 


.AAA77596 


901 


GCTGGCTCTTCAACTTCTTGTGGTGGCTGGTCTGGTGCGGGCTCAGACCTGCCCTTCTGT 




DNA40981 


961 


GTGCTCCTGCAGCAACCAGTTCAGCAAGGTGATTTGTGTTCGGAAAAACCTGCGTGAGGT 
************************************************************ 


p_ 


.AAA77596 


961 


GTGCTCCTGCAGCAACCAGTTCAGCAAGGTGATTTGTGTTCGGAAAAACCTGCGTGAGGT 




DNA40981 


1021 


TCCGGATGGCATCTCCACCAACACACGGCTGCTGAACCTCCATGAGAACCAAATCCAGAT 
************************************************************ 


p_ 


AAA77596 


1021 


TCCGGATGGCATCTCCACCAACACACGGCTGCTGAACCTCCATGAGAACCAAATCCAGAT 



DNA4 0981 1081 C ATC AAAGTGAAC AGCTTC AAGCACTTGAGGC ACTTGGAAATCCTAC AGTTGAGTAGGAA 
************************************************************ 

P_AAA7 7596 1081 CATC AAAGTGAAC AGCTTC AAGCACTTGAGGC ACTTGGAAATCCTAC AGTTGAGTAGGAA 

DNA4 0981 1141 CCATATCAGAACCATTGAAATTGGGGCTTTCAATGGTCTGGCGAACCTCAACACTCTGGA 
********************************************* 

P_AAA7 7596 1141 CCATATCAGAACCATTGAAATTGGGGCTTTCAATGGTCTGGCGAACCTCAACACTCTGGA 

DNA4 0981 1201 ACTCTTTGACAATCGTCTTACTACCATCCCGAATGGAGCTTTTGTATACTTGTCTAAACT 
************************************************************ 

P_AAA7 7596 1201 ACTCTTTGAC AATCGTCTTACTACC ATCCCGAATGGAGCTTTTGTATACTTGTCTAAACT 

DNA4 0981 1261 GAAGGAGCTCTGGTTGCGAAACAACCCC ATTGAAAGC ATCCCTTCTTATGCTTTTAACAG 
************************************************************ 

P_AAA7 7596 1261 GAAGGAGCTCTGGTTGCGAAAC AACCCCATTGAAAGCATCCCTTCTTATGCTTTTAACAG 

DNA4 0981 1321 AATTC C TTC TTTGC GC CG AC TAG AC TT AGGGG AATTG AAAAGAC TTTC AT AC ATCTC AG A 
************************************************************ 

P_AAA7 7596 1321 AATTCCTTC TTTGC GCCGACTAGACTTAGGGGAATTGAAAAGAC TTTC ATAC ATC TCAGA 

DNA4 0981 1381 AGGTGCCTTTGAAGGTCTGTCCAACTTGAGGTATTTGAACCTTGCCATGTGC AACCTTCG 
************************************************************ 

P_AAA7 7596 1381 AGGTGCCTTTGAAGGTCTGTCCAACTTGAGGTATTTGAACCTTGCCATGTGC AACCTTCG 

DNA4 0981 1441 GGAAATCCCTAACCTCAC ACCGCTCATAAAACTAGATGAGCTGGATCTTTCTGGGAATCA 
************************************************************ 

P_AAA7 7596 1441 GG AAATC C C T AACC TC AC AC CGCTC AT AAAAC T AGATG AGC TGG ATC TTTC TGGG AATC A 

DNA4 0981 1501 TTTATCTGCC ATC AGGCCTGGCTC TTTC CAGGGTTTGATGC ACCTTC AAAAACTGTGGAT 
************************************************************ 

P_AAA7 7596 1501 TTTATCTGCCATC AGGCCTGGCTCTTTCC AGGGTTTGATGC ACCTTCAAAAACTGTGGAT 

DNA4 0981 1561 GATAC AGTCCC AGATTC AAGTGATTGAACGGAATGCCTTTGAC AACCTTC AGTC ACTAGT 
************************************************************ 

P_AAA7 7596 1561 GATAC AGTCCC AGATTC AAGTGATTGAACGGAATGCCTTTGAC AACCTTC AGTCACTAGT 

DNA4 0981 1621 GGAGATC AACCTGGC ACACAATAATCTAAC ATTACTGCCTC ATGACCTCTTC ACTCCCTT 
************************************************************ 

P„AAA7 7596 1621 GGAGATC AACCTGGC AC AC AATAATCTAAC ATTACTGCCTC ATGACCTCTTC ACTCCCTT 

DNA4 0981 1681 GCATC ATC T AG AGC GG AT AC ATTTAC ATC AC AACCCTTGGAACTGTAACTGTGAC ATACT 
************************************************************ 

P_AAA7 7596 1681 GCATC ATCTAGAGCGG AT AC ATTTAC ATC AC AACC CTTGGAACTGTAACTGTGAC ATACT 

DNA4 0981 1741 GTGGCTC AGC TGGTGGAT AAAAGAC ATGGCCCCCTCGAAC AC AGC TTGTTGTGCCCGGTG 
************************************************************ 

P_AAA7 7596 1741 GTGGCTC AGCTGGTGGATAAAAG AC ATGGCCCCCTCGAAC AC AGC TTGTTGTGCCCGGTG 

DNA4 0981 1801 TAAC ACTCCTCCCAATCTAAAGGGGAGGTACATTGGAGAGCTCGACCAGAATTACTTCAC 
************************************************************ 

P_AAA7 7596 1801 TAAC ACTCCTCCCAATCTAAAGGGGAGGTACATTGGAGAGCTCGACCAGAATTACTTCAC 

DNA4 0981 1861 ATGCTATGCTCCGGTGATTGTGGAGCCCCCTGCAGACCTC AATGTCACTGAAGGCATGGC 
************************************************************ 

P_AAA7 7596 1861 ATGCTATGCTCCGGTGATTGTGGAGCCCCCTGC AGACCTC AATGTCACTGAAGGCATGGC 

DNA4 0981 1921 AGC TG AGC TG AAATGTC GGGC C TC C AC ATCC C TGAC ATCTGT ATC TTGG ATT AC TC C AAA 
************************************************************ 

P_AAA7 7596 1921 AGCTGAGCTGAAATGTCGGGCCTCCAC ATCCCTGAC ATCTGT ATC TTGG ATT AC TCC AAA 

DNA4 0981 1981 TGGAAC AGTC ATGAC ACATGGGGCGTAC AAAGTGCGGATAGCTGTGCTC AGTGATGGTAC 
************************************************************ 

P_AAA7 7596 1981 TGGAAC AGTC ATGAC ACATGGGGCGTAC AAAGTGCGGATAGCTGTGCTC AGTGATGGTAC 



DNA4 0981 2041 GTTAAATTTC AC AAATGTAACTGTGCAAGATAC AGGC ATGTAC AC ATGTATGGTGAGTAA 
***************★*******+****★***** 

P_AAA7 7596 2041 GTTAAATTTC AC AAATGTAACTGTGCAAGATAC AGGC ATGTAC AC ATGTATGGTGAGTAA 

DNA4 0981 2101 TTCCGTTGGGAATACTACTGCTTCAGCCACCCTGAATGTTACTGCAGCAACCACTACTCC 

P_AAA7 7596 2101 TTCCGTTGGGAATACTACTGCTTCAGCCACCCTGAATGTTACTGC AGCAACC ACTACTCC 

DNA4 0981 2161 TTTC TC TT AC TTTTC AAC C GTC AC AGT AG AG AC T ATGG AAC C GTC TC AGG ATGAGGC AC G 

P_AAA7 7596 2161 TTTCTCTTACTTTTC AACCGTCACAGTAGAGACTATGGAACCGTCTC AGGATGAGGC ACG 

DNA4 0981 2221 GACCACAGATAACAATGTGGGTCCCACTCCAGTGGTCGACTGGGAGACCACCAATGTGAC 

P_AAA7 7596 2221 GACC ACAGATAAC AATGTGGGTCCC ACTCCAGTGGTCGACTGGGAGACC ACCAATGTGAC 

DNA4 0981 2281 CACCTCTCTCACACCACAGAGCACAAGGTCGACAGAGAAAACCTTCACCATCCCAGTGAC 

P_AAA7 7596 2281 CACCTCTCTC AC ACCACAGAGCAC AAGGTCGACAGAGAAAACCTTCACCATCCCAGTGAC 

DNA4 0981 2341 TGATATAAACAGTGGGATCCCAGGAATTGATGAGGTCATGAAGACTACC AAAATC ATC AT 

P_AAA7 7596 2341 TGAT AT AAACAGTGGGATCCC AGG AATTGATGAGGTCATGAAGACTACC AAAATC ATC AT 

DNA4 0981 2401 TGGGTGTTTTGTGGCCATCACACTCATGGCTGCAGTGATGCTGGTCATTTTCTACAAGAT 

P_AAA7 7596 2401 TGGGTGTTTTGTGGCC ATC ACACTCATGGCTGC AGTGATGCTGGTCATTTTCTACAAGAT 

DNA4 0981 2461 GAGGAAGCAGCACCATCGGCAAAACCATCACGCCCCAACAAGGACTGTTGAAATTATTAA 

P_AAA7 7596 2461 GAGGAAGCAGCACCATCGGCAAAACCATCACGCCCCAACAAGGACTGTTGAAATTATTAA 

DNA4 0981 2521 TGTGGATGATGAGATTACGGGAGACACACCC ATGGAAAGCCACCTGCCCATGCCTGCTAT 
******************************************* 

P_AAA7 7596 2521 TGTGGATGATGAGATTACGGGAGACACACCCATGGAAAGCCACCTGCCC ATGCCTGCTAT 

DNA4 0981 2581 CGAGCATGAGCACCTAAATCACTATAACTCATACAAATCTCCCTTC AACCAC ACAACAAC 
****************************************** 

P_AAA7 7596 2581 C GAGC ATGAGC ACC TAAATC AC TAT AACTCATACAAATCTCCCTTC AACCAC AC AAC AAC 

DNA4 0981 2641 AGTTAACACAATAAATTCAATACACAGTTCAGTGCATGAACCGTTATTGATCCGAATGAA 

P_AAA7 7596 2641 AGTTAACACAATAAATTCAATACACAGTTC AGTGCATGAACCGTTATTGATCCGAATGAA 

DNA4 0981 2701 CTCTAAAGACAATGTACAAGAGACTCAAATCTAAAACATTTACAGAGTTACAAAAAACAA 
*************************** 

P_AAA7 7596 2701 CTCTAAAGACAATGTACAAGAGACTCAAATCTAAAACATTTACAGAGTTACAAAAAACAA 

DNA4 0981 2761 ACAATCAAAAAAAAAGACAGTTTATTAAAAATGAC AC AAATGACTGGGC TAAATC TACTG 
,************************************************************ 

P_AAA7 7596 2761 AC AATCAAAAAAAAAGACAGTTTATTAAAAATGACAC AAATGACTGGGC TAAATC TACTG 

DNA4 0981 2821 TTTC AAAAAAGTGTCTTTACAAAAAAACAAAAAAGAAAAGAAATTTATTTATTAAAAATT 
************************************************************ 

P_AAA7 7596 2821 TTTC AAAAAAGTGTCTTTAC AAAAAAACAAAAAAGAAAAGAAATTTATTTATTAAAAATT 

DNA4 0981 2 881 CTATTGTGATCTAAAGCAGACAAAAA 
************************** 

P_AAA7 7 59 6 2 881 CTATTGTGATCTAAAGCAGACAAAAA 

>6 P_AAX52265 Protein PR0331 cDNA clone DNA40981-1234 . DNA, PAT 25-JUN-1999 
{2906 bp) [1 seg] 

Score = 2906 (5761 bits), Expect = 0.0 



Identities = 2906/2906 (100%), at 1,1-2906,2906, Strand +/+ 





DNA40981 


1 


GGGGAGAGGAATTGACCATGTAAAAGGAGACTTTTTTTTTTGG.TGGTGGTGGCTGTTGGG 
* * * * * * * * * w w * ★ * * + 


P. 


_AAX52265 


1 


GGGGAGAGGAATTGACCATGTAAAAGGAGACTTTTTTTTTTGGTGGTGGTGGCTGTTGGG 




DNA40981 


61 


TGCCTTGCAAAAATGAAGGATGCAGGACGCAGCTTTCTCCTGGAACCGAACGCAATGGAT 
*************************** 


p. 


_AAX52265 


61 


TGCCTTGCAAAAATGAAGGATGCAGGACGCAGCTTTCTCCTGGAACCGAACGCAATGGAT 




DNA40981 


121 


AAAC TG ATTGTGC AAG AG AG AAGGAAG AAC G AAGC TTTTTCTTGTG AGC C C TGG ATC TT A 
************************************************************ 


p. 


_AAX52265 


121 


AAAC TG ATTGTGC AAG AG AG AAGGAAG AAC G AAGC TTTTTC TTGTG AGC C C TGG ATC TT A 




DNA40981 


181 


ACACAAATGTGTATATGTGCACACAGGGAGCATTCAAGAATGAAATAAACCAGAGTTAGA 


p. 


_AAX52265 


181 


ACACAAATGTGTATATGTGCACACAGGGAGCATTCAAGAATGAAATAAACCAGAGTTAGA 




DNA40981 


241 


C C C GC GGGGGTTGGTGTGTTC TG AC AT AAAT AAAT AATC TT AAAGC AGCTGTTCC C C TC C 
************************************************************ 


p 


.AAX52265 


241 


CCCGCGGGGGTTGGTGTGTTCTGACATAAATAAATAATCTTAAAGCAGCTGTTCCCCTCC 




DNA40981 


301 


C C AC C C C C AAAAAAAAGGATGATTGGAAATGAAGAACC GAGGATTC AC AAAGAAAAAAGT 
************************************************************ 


p. 


_AAX52265 


301 


C C AC C C C C AAAAAAAAGG ATG ATTGG AAATG AAG AAC C GAGGATTC AC AAAGAAAAAAGT 




DNA40981 


361 


ATGTTCATTTTTCTCTATAAAGGAGAAAGTGAGCCAAGGAGATATTTTTGGAATGAAAAG 
***************************************** 


p_ 


_AAX52265 


361 


ATGTTCATTTTTCTCTATAAAGGAGAAAGTGAGCCAAGGAGATATTTTTGGAATGAAAAG 




DNA40981 


421 


TTTGGGGC TTTTTTAGTAAAGTAAAGAACTGGTGTGGTGGTGTTTTC C TTTCTTTTTGAA 
************************************************************ 


p_ 


„AAX52265 


421 


TTTGGGGC TTTTTTAGTAAAGTAAAGAACTGGTGTGGTGGTGTTTTCC TTTCTTTTTGAA 




DNA40981 


481 


TTTCCCACAAGAGGAGAGGAAATTAATAATACATCTGCAAAGAAATTTCAGAGAAGAAAA 
************************************************************ 


p_ 


_AAX52265 


481 


TTTCCCACAAGAGGAGAGGAAATTAATAATACATCTGCAAAGAAATTTCAGAGAAGAAAA 




DNA40981 


541 


GTTGACCGCGGCAGATTGAGGCATTGATTGGGGGAGAGAAACCAGCAGAGCACAGTTGGA 
************************************************************ 


p_ 


_AAX52265 


541 


GTTGACCGCGGCAGATTGAGGCATTGATTGGGGGAGAGAAACCAGCAGAGCACAGTTGGA 




DNA40981 


601 


TTTGTGCCTATGTTGACTAAAATTGACGGATAATTGCAGTTGGATTTTTCTTCATCAACC 
************************************************************ 


p_ 


_AAX52265 


601 


TTTGTGCCTATGTTGACTAAAATTGACGGATAATTGCAGTTGGATTTTTCTTCATCAACC 




DNA40981 


661 


TCCTTTTTTTTAAATTTTTATTCCTTTTGGTATCAAGATCATGCGTTTTCTCTTGTTCTT 
************************************************************ 


p. 


_AAX52265 


661 


TCCTTTTTTTTAAATTTTTATTCCTTTTGGTATCAAGATCATGCGTTTTCTCTTGTTCTT 




DNA40981 


721 


AACCACCTGGATTTCCATCTGGATGTTGCTGTGATCAGTCTGAAATACAACTGTTTGAAT 
************************************************************ 


p_ 


.AAX52265 


721 


AACCACCTGGATTTCCATCTGGATGTTGCTGTGATCAGTCTGAAATACAACTGTTTGAAT 






/ o 1 


TCCAGAAGGACCAACACCAGATAAATTATGAATGTTGAACAAGATGACCTTACATCCACA 
************************************************************ 


p_ 


.AAX52265 


781 


TCCAGAAGGACCAACACCAGATAAATTATGAATGTTGAACAAGATGACCTTACATCCACA 




DNA40981 


841 


GCAGATAATGATAGGTCCTAGGTTTAACAGGGCCCTATTTGACCCCCTGCTTGTGGTGCT 
************************************************************ 


p„ 


AAX52265 


841 


GCAGATAATGATAGGTCCTAGGTTTAACAGGGCCCTATTTGACCCCCTGCTTGTGGTGCT 




DNA40981 


901 


GCTGGCTCTTCAACTTCTTGTGGTGGCTGGTCTGGTGCGGGCTCAGACCTGCCCTTCTGT 



p 


_AAX52265 


901 


GCTGGCTCTTCAACTTCTTGTGGTGGCTGGTCTGGTGCGGGCTCAGACCTGCCCTTCTGT 




DNA40981 


961 


GTGCTCCTGCAGCAACCAGTTCAGCAAGGTGATTTGT.GTTCGGAAAAAGGTGCGTGAGGT 
************ *-* ********************************************** 


p 


_AAX52265 


961 


GTGCTCCTGCAGCAACCAGTTCAGCAAGGTGATTTGTGTTCGGAAAAACCTGCGTGAGGT 




DNA40981 


1021 


TCCGGATGGCATCTCCACCAACACACGGCTGCTGAACCTCCATGAGAACCAAATCCAGAT 
************************************************************ 


p 


_AAX52265 


1021 


TCCGGATGGCATCTCCACCAACACACGGCTGCTGAACCTCCATGAGAACCAAATCCAGAT 




DNA40981 


1081 


CATCAAAGTGAACAGCTTCAAGCACTTGAGGCACTTGGAAATCCTACAGTTGAGTAGGAA 
************************************************************ 


p^ 


_AAX52265 


1081 


CATCAAAGTGAACAGCTTCAAGCACTTGAGGCACTTGGAAATCCTACAGTTGAGTAGGAA 




DNA40981 


1141 


CCATATCAGAACCATTGAAATTGGGGCTTTCAATGGTCTGGCGAACCTCAACACTCTGGA 
************************************************************ 


p. 


_AAX52265 


1141 


CCATATCAGAACCATTGAAATTGGGGCTTTCAATGGTCTGGCGAACCTCAACACTCTGGA 




DNA40981 


1201 


ACTCTTTGACAATCGTCTTACTACCATCCCGAATGGAGCTTTTGTATACTTGTCTAAACT 
************************************************************ 


p. 


_AAX52265 


1201 


ACTCTTTGACAATCGTCTTACTACCATCCCGAATGGAGCTTTTGTATACTTGTCTAAACT 




DNA40981 


1261 


GAAGGAGCTCTGGTTGCGAAACAACCCCATTGAAAGCATCCCTTCTTATGCTTTTAACAG 
************************************************************ 


p_ 


_AAX52265 


1261 


GAAGGAGCTCTGGTTGCGAAACAACCCCATTGAAAGCATCCCTTCTTATGCTTTTAACAG 




DNA40981 


1321 


AATTCC TTC TTTGC GCC GAC TAGAC TTAGGGGAATTGAAAAGAC TTTC ATAC ATCTC AGA 
************************************************************ 


p_ 


_AAX52265 


1321 


AATTCC TTC TTTGCGCC GAC TAGAC TTAGGGGAATTGAAAAGAC TTTC AT AC ATCTC AG A — 1 

m 




DNA40981 


1381 


AGGTGCCTTTGAAGGTCTGTCCAACTTGAGGTATTTGAACCTTGCCATGTGCAACCTTCC^C 
*********************************************************** *£-^ 

AGGTGCCTTTGAAGGTCTGTCCAACTTGAGGTATTTGAACCTTGCCATGTGCAACCTTCGCQ 


p_ 


_AAX52265 


1381 




DNA40981 


1441 


— 1 

GGAAATCCCTAACCTCACACCGCTCATAAAACTAGATGAGCTGGATCTTTCTGGGAATCArT 1 
************************************************************ — AJ 


p_ 


_AAX52 2 65 


,1441 


GGAAATCCCTAACCTCACACCGCTCATAAAACTAGATGAGCTGGATCTTTCTGGGAATCACg 

O 




DNA40981 


1501 


TTTATCTGCCATCAGGCCTGGCTCTTTCCAGGGTTTGATGCACCTTCAAAAACTGTGGAT*K5 
************************************************************ 


p_ 


_AAX52265 


1501 


TTTATC TGC C ATC AGGC C TGGC TC TTTC C AGGGTTTGATGC AC C TTC AAAAAC TGTGGAT 0 




DNA40981 


1561 


GATACAGTCCCAGATTCAAGTGATTGAACGGAATGCCTTTGACAACCTTCAGTCACTAGT 
************************************************************ 


p_ 


_AAX52265 


1561 


GATACAGTCCCAGATTCAAGTGATTGAACGGAATGCCTTTGACAACCTTCAGTCACTAGT 




DNA40981 


1621 


GGAGATCAACCTGGCACACAATAATCTAACATTACTGCCTCATGACCTCTTCACTCCCTT 
************************************************************ 


p_ 


.AAX52265 


1621 


GGAGATCAACCTGGCACACAATAATCTAACATTACTGCCTCATGACCTCTTCACTCCCTT 




DNA40981 


1681 


GCATCATCTAGAGCGGATACATTTACATCACAACCCTTGGAACTGTAACTGTGACATACT 
************************************************************ 


p_ 


.AAX52265 


1681 


GCATCATCTAGAGCGGATACATTTACATCACAACCCTTGGAACTGTAACTGTGACATACT 




DNA40981 


1741 


GTGGCTCAGCTGGTGGATAAAAGACATGGCCCCCTCGAACACAGCTTGTTGTGCCCGGTG 
************************************************************ 


p_ 


.AAX522 65 


1741 


GTGGCTCAGCTGGTGGATAAAAGACATGGCCCCCTCGAACACAGCTTGTTGTGCCCGGTG 




DNA40981 


1801 


TAACACTCCTCCCAATCTAAAGGGGAGGTACATTGGAGAGCTCGACCAGAATTACTTCAC 
************************************************************ 


p_ 


AAX52265 


1801 


TAACACTCCTCCCAATCTAAAGGGGAGGTACATTGGAGAGCTCGACCAGAATTACTTCAC 




DNA40981 


1861 


ATGCTATGCTCCGGTGATTGTGGAGCCCCCTGCAGACCTCAATGTCACTGAAGGCATGGC 



P_AAX 52265 1861 ATGCTATGCTCCGGTGATTGTGGAGCCCCCTGC AGACCTC AATGTC ACTGAAGGCATGGC 

DNA4 0981 1921 AGCTGAGCTGAAATGTCGGGCCTCCAC ATCCCTGACATCTGTATCTTGGATTACTCCAAA 
************************************************************ 

P_AAX5 2 265 1921 AGCTGAGCTGAAATGTCGGGCCTCCACATCCCTGACATCTGTATCTTGGATTACTCCAAA 

DNA4 0981 1981 TGGAAC AGTC ATGAC ACATGGGGCGTACAAAGTGCGGATAGCTGTGCTC AGTGATGGTAC 
************************************************************ 

P_AAX5 2 265 1981 TGGAACAGTCATGACACATGGGGCGTACAAAGTGCGGATAGCTGTGCTCAGTGATGGTAC 

DNA4 0981 2041 GTTAAATTTC AC AAATGTAACTGTGCAAGATAC AGGCATGTACACATGTATGGTGAGTAA 
************************************************************ 

P_AAX5 2265 2041 GTTAAATTTCACAAATGTAACTGTGCAAGATACAGGCATGTACACATGTATGGTGAGTAA 

DNA4 0981 2101 TTCCGTTGGGAATACTACTGCTTCAGCCACCCTGAATGTTACTGC AGCAACC ACTACTCC 
************************************************************ 

P_AAX 52265 2101 TTCCGTTGGGAATACTACTGCTTCAGCC ACCCTGAATGTTACTGC AGCAACC ACTACTCC 

DNA4 0981 2161 TTTCTCTTACTTTTC AACCGTCAC AGTAGAGACTATGGAACCGTCTC AGGATGAGGC ACG 
************************************************************ 

P_AAX5 2265 2161 TTTCTCTTACTTTTC AACCGTCAC AGTAGAGACTATGGAACCGTCTCAGGATGAGGCACG 

DNA4 0981 2221 GACC ACAGATAAC AATGTGGGTCCCACTCC AGTGGTCGACTGGGAGACCACCAATGTGAC 
************************************************************ 

P_AAX5 2265 2221 GACC ACAGATAAC AATGTGGGTCCCACTCC AGTGGTCGACTGGGAGACCACCAATGTGAC 

DNA4 0981 2281 C ACCTCTCTCACACC ACAGAGCACAAGGTCGAC AGAGAAAACCTTCACC ATCCCAGTGAC 
************************************************************ 

P_AAX5 2 2 65 2281 CACCTCTCTCACACCACAGAGCACAAGGTCGACAGAGAAAACCTTCACCATCCCAGTGAC 

DNA4 0981 2341 TGATATAAACAGTGGGATCCC AGGAATTGATGAGGTC ATGAAGACTACCAAAATCATCAT 
**************************************** 

P_AAX5 2 265 2 341 TGATATAAACAGTGGGATCCCAGGAATTGATGAGGTCATGAAGACTACCAAAATCATCAT 

DNA4 0981 2401 TGGGTGTTTTGTGGCCATCACACTCATGGCTGCAGTGATGCTGGTCATTTTCTACAAGAT 
************************************************************ 

P_AAX5 2 265 2401 TGGGTGTTTTGTGGCC ATCACACTCATGGCTGCAGTGATGCTGGTC ATTTTCTACAAGAT 

DNA4 0981 2461 GAGGAAGCAGCACCATCGGCAAAACCATCACGCCCCAACAAGGACTGTTGAAATTATTAA 
************************************************************ 

P_AAX5 2 265 2 461 GAGGAAGCAGCACCATCGGCAAAACCATCACGCCCCAACAAGGACTGTTGAAATTATTAA 

/ 

DNA4 0981 2521 TGTGGATGATGAGATTACGGGAGACACACCCATGGAAAGCCACCTGCCCATGCCTGCTAT 
************************************************************ 

P_AAX5 2 2 6 5 2 521 TGTGGATGATGAGATTACGGGAGACAC ACCCATGGAAAGCCACCTGCCCATGCCTGCTAT 

DNA4 0981 2581 CGAGCATGAGCACCTAAATCACTATAACTCATAC AAATCTCCCTTCAACCACACAACAAC 
************************************************************ 

P_AAX5 2 265 2581 CGAGC ATGAGCACCTAAATCACTATAACTCATACAAATCTCCCTTCAACCACACAACAAC 

DNA4 0981 2641 AGTTAAC AC AATAAATTCAATACACAGTTCAGTGCATGAACCGTTATTGATCCGAATGAA 
************************************************************ 

P_AAX5 2 265 2 641 AGTTAACACAATAAATTC AATACACAGTTCAGTGCATGAACCGTTATTGATCCGAATGAA 

DNA4 0981 2701 CTCTAAAGACAATGTACAAGAGACTC AAATCTAAAACATTTACAGAGTTAC AAAAAACAA 
************************************************************ 

P_AAX5 2265 2701 CTCTAAAGACAATGTACAAGAGACTC AAATCTAAAACATTTACAGAGTTAC AAAAAACAA 

DNA4 0981 2761 ACAATC AAAAAAAAAGAC AGTTTATTAAAAATGACAC AAATGACTGGGCTAAATCTACTG 
************************************************************ 

P_AAX5 2265 2761 ACAATC AAAAAAAAAGAC AGTTTATTAAAAATGACAC AAATGACTGGGCTAAATCTACTG 
DNA4 0981 2821 TTTC AAAAAAGTGTCTTTAC AAAAAAAC AAAAAAGAAAAGAAATTTATTTATTAAAAATT 



P_AAX52265 2821 TTTC AAAAAAGTGTC TTT AC AAAAAAAC AAAAAAG AAAAG AAATTT ATTT ATT AAAAATT <JT 



DNA40981 2881 CTATTGTGATCTAAAGCAGACAAAAA 
* * * * * * ******************** 

P_AAX52265 2881 CTATTGTGATCTAAAGCAGACAAAAA 

>7 AX098385 Sequence 11 from Patent WO0119991. (2906 bp) [1 seg] 
Score = 2906 (5761 bits), Expect = 0.0 

Identities = 2906/2906 (100%), at 1,1-2906,2906, Strand +/+ 
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AX0983 
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61 


AX098385 
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DNA40981 


121 


AX098385 
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DNA40981 


301 


AX098385 
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DNA40981 


361 


AX098385 
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DNA40981 


421 
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DNA409E 
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601 
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AX09838 


15 
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AX098385 781 TCC AGAAGGACC AACACCAGATAAATTATGAATGTTGAAC AAGATGACCTTACATCC AC A V 

GCAGATAATGATAGGTCCTAGGTTTAACAGGGCCCTATTTGACCCCCTGCTTGTGGTGCT 
**************************************** 

AX098385 841 GCAGATAATGATAGGTCCTAGGTTTAACAGGGCCCTATTTGACCCCCTGCTTGTGGTGCT 



AX098385 


781 


DNA4 0981 


841 


AX098385 


841 


DNA4 0981 


901 


AX098385 


901 


DNA4 0981 


961 


AX098385 


961 

J U X 


DNA4 0 9 81 




AX098385 




DNA4 0981 


1081 

X \J O X 


AX098385 
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X V O X 


DMA4 0981 
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AX098385 


1141 


DNA4 0981 


1201 


AX098385 


12 01 


DNA4 0981 


1261 


AX098"}RS 


1 961 

X Z, U X 


DMA4 0 981 


1321 


AX09838S 


1321 


DNA40981 


1381 


xW\ yj j (j J O ~J 


X J O X 


DNA4 0 9 81 


1441 

X *d *± X 


AX09838S 


1441 

X *i *d X 


DKTA4 0 9 81 


1 SOI 

1 Jul 


AX098385 

till U J U J U J 


1501 


DNA4 0981 


1561 


AX098385 


1 Sfi1 

-J — ' \J X 


DNA4 0 981 


X U Z, X 


AX098385 


1621 


DNA40981 


1681 


AX098385 


1681 


DNA40981 


1741 
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AX098385 1741 GTGGCTCAGCTGGTGGATAAAAGACATGGCCCCCTCGAACACAGCTTGTTGTGCCCGGTG 
TAACACTCCTCCCAATCTAAAGGGGAGGTACATTGGAGAGCTCGACCAGAATTACTTCAC 



******************************^ 



************************************************************ 



************************************************************** 



************************************************************ 



******************************^ 



********************************* 



********************************* 



DNA4 0981 2701 CTCTAAAGAC AATGTACAAGAGACTCAAATCTAAAACATTTACAGAGTTACAAAAAACAA 



AX098385 


1741 


DNA40981 


1801 


AX098385 


1801 


DNA4 0981 


1861 


AX098385 


1861 


DNA4 0981 


1921 


AX098385 


1921 


DNA4 0981 


1981 


AX098385 


1981 


DMA4 0981 


2041 


AX098385 


2041 


DNA4 0981 


2101 


AX098385 


2101 


DNA4 0981 


2161 


AX098385 


2161 


DNA4 0981 


2221 


AX098385 


2221 


DNA4 0981 


2281 


AX098385 


2281 


DNA4 0981 


2341 


AX098385 


2341 


DNA4 0981 


2401 


AX098385 


2401 


DNA4 0981 


2461 


AX098385 


2461 


DNA4 0981 


2521 


AX098385 


2521 


DNA4 0981 


2581 


AX098385 


2581 


DNA40981 


2641 


AX098385 


2641 


DNA40981 


2701 



AX098385 2701 CTCTAAAGACAATGTACAAGAGACTCAAATCTAAAACATTTACAGAGTTACAAAAAACAA 

DNA4 0981 2761 ACAATCAAAAAAAAAGACAGTTTATTAAAAATGACACAAATGACTGGGCTAAATCTACTG 
************************************************************ 

AX098385 2761 ACAATCAAAAAAAAAGACAGTTTATTAAAAATGACACAAATGACTGGGCTAAATCTACTG 

DNA40981 2821 TTTCAAAAAAGTGTCTTTACAAAAAAACAAAAAAGAAAAGAAATTTATTTATTAAAAATT 
************************************************************ 

AX098385 2821 TTTC AAAAAAGTGTCTTTAC AAAAAAAC AAAAAAGAAAAGAAATTTATTTATTAAAAATT 

DNA40981 2881 CTATTGTGATCTAAAGCAGACAAAAA 
****** * ( ******************* 

AX0983 85 2881 CTATTGTGATCTAAAGCAGACAAAAA 

>8 AB046800 Homo sapiens mRNA for KIAA1580 protein, partial cds . (4055 bp) [1 
seg] 

Score = 2889 (5727 bits), Expect = 0.0 

Identities = 2898/2901 (99%), at 1,1155-2901,4055, Strand +/+ 

DNA4 0981 1 GGGGAGAGGAATTGACCATGTAAAAGGAGACTTTTTTTTTTGGTGGTGGTGGCTGTTGGG 

************************************************************ 

AB046800 1155 GGGG AG AGG AATTG AC C ATGT AAAAGG AGAC TTTTTTTTTTGGTGGTGGTGGC TGTTGGG 

DNA4 0981 61 TGC C TTGC AAAAATG AAGGATGC AGGACGC AGCTTTC TC C TGGAAC C G AAC GC AATGGAT 
************************************************************ 

AB046800 1215 TGC C TTGC AAAAATGAAGGATGCAGGACGCAGCTTTCTCCTGGAACCGAACGC AATGGAT 

DNA4 0981 121 AAAC TG ATTGTGC AAG AGAG AAGG AAG AAC G AAGC TTTTTC TTGTGAGC CC TGGATC TT A 
************************************************** * * ******** 

AB046800 1275 AAAC TG ATTGTGC AAG AG AG AAGG AAG AAC G AAGC TTTTTC TTGTGAGCCC TGGATC TTA 

DNA4 0981 181 ACAC AAATGTGTATATGTGCACACAGGGAGCATTCAAGAATGAAATAAACCAGAGTTAGA 
************************************************************ 

AB046800 1335 ACACAAATGTGTATATGTGCACACAGGGAGCATTCAAGAATGAAATAAACCAGAGTTAGA 

DNA4 0981 241 C C C GC GGGGGTTGGTGTGTTC TG AC AT AAAT AAATAATC TTAAAGC AGC TGTTCC C C TC C 
************************************************************ 

AB046800 1395 CCCGCGGGGGTTGGTGTGTTCTGAC ATAAATAAATAATCTTAAAGCAGCTGTTCCCCTCC 

DNA4 0981 301 CCACCCCCAAAAAAAAGGATGATTGGAAATGAAGAACCGAGGATTCACAAAGAAAAAAGT 
** ********************************************************* 

AB046800 1455 CCCCCCCCAAAAAAAAGGATGATTGGAAATGAAGAACCGAGGATTCACAAAGAAAAAAGT 

DNA4 0981 361 ATGTTCATTTTTCTCTATAAAGGAGAAAGTGAGCCAAGGAGATATTTTTGGAATGAAAAG 
************************************************************ 

AB046800 1515 ATGTTC ATTTTTCTC TAT AAAGGAGAAAGTGAGCC AAGG AGATATTTTTGGAATGAAAAG 

DNA4 0981 421 TTTGGGGCTTTTTTAGTAAAGTAAAGAACTGGTGTGGTGGTGTTTTCCTTTCTTTTTGAA 
*********************************************** ************ 

AB046800 1575 TTTGGGGCTTTTTTAGTAAAGTAAAGAACTGGTGTGGTGGTGTTTTCTTTTCTTTTTGAA 

DNA4 0981 481 TTTCCC ACAAGAGGAGAGGAAATTAATAATAC ATCTGCAAAGAAATTTCAGAGAAGAAAA 
************************************************************ 

AB 046800 1635 TTTCCC ACAAGAGGAGAGGAAATTAATAATAC ATCTGCAAAGAAATTTCAGAGAAGAAAA 

DNA4 0981 541 GTTGACCGCGGC AGATTGAGGC ATTGATTGGGGGAGAGAAACC AGC AGAGC AC AGTTGGA 
************************************************************ 

AB046800 1695 GTTGACCGCGGCAGATTGAGGC ATTGATTGGGGGAGAGAAACC AGCAGAGC AC AGTTGGA 

DNA4 0981 601 TTTGTGCCTATGTTGACTAAAATTGACGGATAATTGCAGTTGGATTTTTCTTC ATC AACC 
************************************************************ 

AB 046800 1755 TTTGTGCCTATGTTGACTAAAATTGACGGATAATTGCAGTTGGATTTTTCTTC ATC AACC 
DNA4 0981 661 TCCTTTTTTTTAAATTTTTATTCCTTTTGGTATC AAGATC ATGCGTTTTCTCTTGTTCTT 



AB046800 1815 TC C TTTTTTTT AAATTTTTATTC C TTTTGGTATC AAG ATC ATGC GTTTTCTCTTGTTC TT 

DNA4 0981 721 AACC ACCTGGATTTCCATCTGGATGTTGCTGTGATC AGTCTGAAATAC AACTGTTTGAAT 
************************ *-* ********************************** 

AB046800 1875 AACC AC CTGGATTTC CATC TGGATGTTGCTGTG ATC AGTCTGAAATAC AACTGTTTGAAT 

DNA4 0981 781 TCCAGAAGGACC AACACC AGATAAATTATGAATGTTGAAC AAGATGACCTTAC ATCC ACA 
************************************************************ 

AB046800 1935 TCCAGAAGGACCAACACCAGATAAATTATGAATGTTGAACAAGATGACCTTACATCCACA 

DNA4 0981 841 GC AGATAATGATAGGTCCTAGGTTTAAC AGGGCCCTATTTGACCCCCTGCTTGTGGTGCT 
************************************************************ 

AB046800 1995 GCAGATAATGATAGGTCCTAGGTTTAACAGGGCCCTATTTGACCCCCTGCTTGTGGTGCT 

DNA4 0981 901 GCTGGCTCTTCAACTTCTTGTGGTGGCTGGTCTGGTGCGGGCTCAGACCTGCCCTTCTGT 
************************************************************ 

AB04 6 800 2055 GC TGGC TC TTC AAC TTC TTGTGGTGGC TGGTC TGGTGC GGGC TC AGAC CTGC CC TTC TGT 

DNA4 0981 961 GTGCTCCTGCAGCAACCAGTTCAGCAAGGTGATTTGTGTTCGGAAAAACCTGCGTGAGGT 
************************************************************ 

AB046800 2115 GTGCTCCTGCAGCAACCAGTTCAGCAAGGTGATTTGTGTTCGGAAAAACCTGCGTGAGGT 

DNA4 0981 1021 TCCGGATGGCATCTCCACCAACACACGGCTGCTGAACCTCCATGAGAACCAAATCCAGAT 
************************************************************ 

AB046800 2175 TCCGGATGGCATCTCCACCAACACACGGCTGCTGAACCTCCATGAGAACCAAATCCAGAT 

DNA4 0981 1081 CATCAAAGTGAACAGCTTCAAGCACTTGAGGCACTTGGAAATCCTACAGTTGAGTAGGAA 
****************************** ***************************** 

AB04 6 800 2235 CATCAAAGTGAACAGCTTCAAGCACTTGAGACACTTGGAAATCCTACAGTTGAGTAGGAA 

DNA4 0981 1141 CCATATCAGAACCATTGAAATTGGGGCTTTCAATGGTCTGGCGAACCTCAACACTCTGGA 
************************************************ 

AB046800 2295 CCATATCAGAACCATTGAAATTGGGGCTTTCAATGGTCTGGCGAACCTCAACACTCTGGA 

DNA4 0981 1201 ACTCTTTGACAATCGTCTTACTACCATCCCGAATGGAGCTTTTGTATACTTGTCTAAACT 
************************************************************ 

AB 046800 2355 ACTCTTTGACAATCGTCTTACTACCATCCCGAATGGAGCTTTTGTATACTTGTCTAAACT 

DNA4 0981 1261 GAAGGAGCTCTGGTTGCGAAACAACCCCATTGAAAGCATCCCTTCTTATGCTTTTAACAG 
************************************************************ 

AB046800 2415 GAAGGAGCTCTGGTTGCGAAACAACCCCATTGAAAGCATCCCTTCTTATGCTTTTAACAG 

DNA4 0981 1321 AATTCCTTCTTTGCGCCGACTAGACTTAGGGGAATTGAAAAGACTTTCATACATCTC AGA 
************************* *.* ********************************* 

AB046800 2475 AATTCCTTCTTTGCGCCGACTAGACTTAGGGGAATTGAAAAGACTTTCATACATCTCAGA 

DNA4 0981 1381 AGGTGCCTTTGAAGGTCTGTCCAACTTGAGGTATTTGAACCTTGCCATGTGCAACCTTCG 
************************************************************ 

AB 046800 2535 AGGTGCCTTTGAAGGTCTGTCC AAC TTGAGGTATTTGAACCTTGCCATGTGC AACC TTC G 

DNA4 0981 1441 GGAAATCCCTAACCTCACACCGCTCATAAAACTAGATGAGCTGGATCTTTCTGGGAATCA 
************************************************************ 

AB046800 2595 GGAAATCCCTAACCTCAC ACCGCTC ATAAAACTAGATGAGCTGGATCTTTCTGGGAATC A 

DNA4 0981 1501 TTTATCTGCCATCAGGCCTGGCTCTTTCCAGGGTTTGATGCACCTTCAAAAACTGTGGAT 
************************************************************ 

AB04 6 800 2 655 TTTATCTGCCATCAGGCCTGGCTCTTTCCAGGGTTTGATGCACCTTCAAAAACTGTGGAT 

DNA4 0981 1561 GATACAGTCCCAGATTCAAGTGATTGAACGGAATGCCTTTGACAACCTTCAGTCACTAGT ' 
************************************************************ 

AB046800 2715 GATACAGTCCCAGATTCAAGTGATTGAACGGAATGCCTTTGACAACCTTCAGTCACTAGT 
DNA4 0981 1621 GGAGATCAACCTGGC ACACAATAATCTAACATTACTGCCTC ATGACCTCTTCACTCCCTT 



AB046800 2775 GGAGATC AACCTGGC AC AC AATAATCTAACATTACTGCCTC ATGACCTCTTC ACTCCCTT 

DNA4 0981 1681 GC ATC ATCTAGAGCGGATACATTTAC ATC AC AACCCTTGGAACTGTAACTGTGAC ATACT 
************************************************************ 

AB046800 2835 GC ATC ATCTAGAGCGGATACATTTAC ATC AC AACCCTTGGAACTGTAACTGTGAC ATACT 

DNA4 0981 1741 GTGGCTC AGCTGGTGGATAAAAGAC ATGGCCCCCTCGAAC AC AGCTTGTTGTGCCCGGTG 
************************************************************ 

AB046800 2895 GTGGCTCAGCTGGTGGATAAAAGACATGGCCCCCTCGAACACAGCTTGTTGTGCCCGGTG 

DNA4 0981 1801 TAAC ACTCCTCCC AATCTAAAGGGGAGGTACATTGGAGAGCTCGACC AGAATTACTTC AC 
************************************************************ 

AB046800 2955 TAAC AC TCCTCCCAATCTAAAGGGGAGGTACATTGGAGAGCTCG AC C AGAATTACTTC AC 

DNA4 0981 1861 ATGCTATGCTCCGGTGATTGTGGAGCCCCCTGCAGACCTCAATGTC ACTGAAGGC ATGGC 
************************************************************ 

AB046800 3015 ATGCTATGCTCCGGTGATTGTGGAGCCCCCTGC AG ACCTCAATGTC ACTGAAGGC ATGGC 

DNA4 0981 1921 AGCTGAGCTGAAATGTCGGGCCTCC AC ATCCCTGACATCTGTATCTTGGATTACTCCAAA 
************************************************************ 

AB046800 3075 AGCTGAGCTGAAATGTCGGGCCTCC AC ATCCCTGAC ATC TGTATCTTGGATTACTCC AAA 

DNA4 0981 1981 TGGAAC AGTC ATGACAC ATGGGGCGTACAAAGTGCGGATAGCTGTGCTCAGTGATGGTAC 
***************************************** 

AB046800 3135 TGGAACAGTCATGACACATGGGGCGTACAAAGTGCGGATAGCTGTGCTCAGTGATGGTAC 

DNA4 0981 2041 GTTAAATTTC AC AAATGTAACTGTGC AAGATACAGGC ATGTAC ACATGTATGGTGAGTAA 
********************************** ************************** 

ABO 46800 3195 GTTAAATTTC AC AAATGTAACTGTGC AAGATACAGGC ATGTAC ACATGTATGGTGAGTAA 

DNA4 0981 2101 TTCCGTTGGGAATACTACTGCTTC AGCC ACCCTGAATGTTACTGC AGC AACC ACTACTCC 
************************************************************ 

AB 046800 3255 TTCCGTTGGGAATACTACTGCTTCAGCCACCCTGAATGTTACTGCAGCAACCACTACTCC 

DNA4 0981 2161 TTTCTCTTACTTTTC AACCGTCAC AGTAGAGACTATGGAACCGTCTC AGGATGAGGC ACG 
************************************************************ 

AB 046800 3315 TTTCTCTTACTTTTC AACCGTCAC AGTAGAGACTATGGAACCGTCTC AGGATGAGGC ACG 

DNA4 0981 2^21 GACCACAGATAACAATGTGGGTCCCACTCCAGTGGTCGACTGGGAGACCACCAATGTGAC 
************************************************************ 

AB046800 3375 GACC AC AGATAACAATGTGGGTCCC ACTCC AGTGGTCGACTGGGAGACC ACCAATGTGAC 

DNA4 0981 2281 CACCTCTCTCACACCACAGAGCACAAGGTCGACAGAGAAAACCTTCACCATCCCAGTGAC 
************************************************************ 

AB 046800 3435 CACCTCTCTCACACCACAGAGCACAAGGTCGACAGAGAAAACCTTCACCATCCCAGTGAC 

DNA4 0981 2341 TGATATAAACAGTGGGATCCC AGGAATTGATGAGGTC ATGAAGACTACCAAAATC ATC AT 
************************************************************ 

AB 046800 3495 TGATATAAACAGTGGGATCCC AGGAATTGATGAGGTC ATGAAGACTACCAAAATC ATC AT 

DNA4 0981 2401 TGGGTGTTTTGTGGCC ATCAC ACTCATGGCTGCAGTGATGCTGGTCATTTTCTAC AAGAT 
************************************************************ 

AB 046800 3555 TGGGTGTTTTGTGGCC ATC AC ACTCATGGCTGC AGTGATGCTGGTC ATTTTCTAC AAGAT 

DNA4 0981 2461 GAGGAAGC AGCACC ATCGGCAAAACC ATCACGCCCC AACAAGGACTGTTGAAATTATTAA 
************************************************************ 

ABO 46800 3615 GAGGAAGCAGC ACC ATCGGCAAAACC ATC ACGCCCC AACAAGGACTGTTGAAATTATTAA 

DNA4 0981 2521 TGTGGATGATGAGATTACGGGAGACAC ACCCATGGAAAGCCACCTGCCC ATGCCTGCTAT 
************************************************************ 

AB04 6 800 3 67 5 TGTGGATGATGAGATTACGGGAGACAC ACCCATGGAAAGCCACCTGCCC ATGCCTGCTAT 
DNA4 0981 2581 CGAGC ATGAGC ACCTAAATCACTATAACTC AT AC AAATCTCCCTTC AACC AC ACAAC AAC 



AB046800 3735 CGAGC ATGAGCACCTAAATCACTATAACTC ATACAAATCTCCCTTCAACCACACAACAAC 

DNA4 0981 2641 AGTTAAC AC AATAAATTCAATAC AC AGTTCAGTGC ATGAACCGTTATTGATCCGAATGAA 
******************************** • 

AB046800 3795 AGTTAACACAATAAATTCAATACACAGTTCAGTGCATGAACCGTTATTGATCCGAATGAA 

DNA4 0981 2701 CTCTAAAGACAATGTACAAGAGACTCAAATCTAAAACATTTAC AGAGTTAC AAAAAACAA 
************************* 

AB046800 3855 C TC TAAAGAC AATGTAC AAGAGACTC AAATC TAAAACATTT AC AGAGTTAC AAAAAACAA 

DNA4 0981 2761 ACAATCAAAAAAAAAGACAGTTTATTAAAAATGAC AC AAATGACTGGGCTAAATCTACTG 

AB 046800 3915 AC AATCAAAAAAAAAGACAGTTTATTAAAAATGAC AC AAATGACTGGGCTAAATCTACTG 

DNA40981 2821 TTTCAAAAAAGTGTCTTTACAAAAAAACAAAAAAGAAAAGAAATTTATTTATTAAAAATT 
★a************************** 

AB046800 3975 TTTCAAAAAAGTGTCTTTACAAAAAAACAAAAAAGAAAAGAAATTTATTTATTAAAAATT 

DNA40981 2881 CTATTGTGATCTAAAGCAGAC 
********************* 

AB046800 4035 CTATTGTGATCTAAAGCAGAC 

>9 AC021820 Homo sapiens clone RP11-40H19, WORKING DRAFT SEQUENCE, 11 unordered 
{157201 bp) [1 seg] 

Score = 2136 (4234 bits), Expect = 0.0 

Identities = 2136/2136 (100%), at 770,28891-2905,31026, Strand +/+ 



DNA4 0981 770 ACTGTTTGAATTCCAGAAGGACCAACACCAGATAAATTATGAATGTTGAACAAGATGACC J=fj 

AC 021820 28891 ACTGTTTGAATTCC AGAAGGACC AAC ACC AGATAAATTATGAATGTTGAAC AAGATGACC 

DNA4 0981 830 TTAC ATCCACAGCAGATAATGATAGGTCCTAGGTTTAACAGGGCCCTATTTGACCCCCTG 

**************************************** — — | 

AC 021820 28951 TTACATCCACAGCAGATAATGATAGGTCCTAGGTTTAACAGGGCCCTATTTGACCCCCTG 33 



m 12 

I2T *0 



DNA4 0981 890 CTTGTGGTGCTGCTGGCTCTTCAACTTCTTGTGGTGGCTGGTCTGGTGCGGGCTCAGACC § o 



DNA4 0981 950 TGCCCTTCTGTGTGCTCCTGCAGCAACCAGTTCAGCAAGGTGATTTGTGTTCGGAAAAAC 
AC 021820 29071 TGCCCTTCTGTGTGCTCCTGCAGCAACCAGTTCAGCAAGGTGATTTGTGTTCGGAAAAAC 



ro 



AC 021820 29011 CTTGTGGTGCTGCTGGCTCTTCAACTTCTTGTGGTGGCTGGTCTGGTGCGGGCTC AGACC CO 



DNA4 0981 1010 CTGCGTGAGGTTCCGGATGGCATCTCCACCAACACACGGCTGCTGAACCTCCATGAGAAC 

AC 021820 29131 CTGCGTGAGGTTCCGGATGGCATCTCCACCAACACACGGCTGCTGAACCTCCATGAGAAC 

DNA4 0981 1070 CAAATCCAGATCATCAAAGTGAACAGCTTCAAGCACTTGAGGCACTTGGAAATCCTACAG 

AC 021820 29191 CAAATCCAGATCATCAAAGTGAACAGCTTCAAGCACTTGAGGCACTTGGAAATCCTACAG 

DNA4 0981 1130 TTGAGTAGGAACCATATCAGAACCATTGAAATTGGGGCTTTCAATGGTCTGGCGAACCTC 

AC 021820 29251 TTGAGTAGGAACCATATCAGAACCATTGAAATTGGGGCTTTCAATGGTCTGGCGAACCTC 

DNA4 0981 1190 AACACTCTGGAACTCTTTGACAATCGTCTTACTACCATCCCGAATGGAGCTTTTGTATAC 

AC 021820 29311 AACACTCTGGAACTCTTTGACAATCGTCTTACTACCATCCCGAATGGAGCTTTTGTATAC 



DNA4 0981 1250 TTGTCTAAACTGAAGGAGCTCTGGTTGCGAAACAACCCCATTGAAAGCATCCCTTCTTAT 
AC 021820 29371 TTGTCTAAACTGAAGGAGCTCTGGTTGCGAAAC AACCCC ATTGAAAGC ATCCCTTCTTAT 



DNA4 0981 1310 GCTTTTAACAGAATTCCTTCTTTGCGCCGACTAGACTTAGGGGAATTGAAAAGACTTTCA 
************************************************************ 

AC 021820 29431 GCTTTTAACAGAATTCCTTCTTTGCGCCGACTAGACTTAGGGGAATTGAAAAGACTTTC A 

DNA4 0981 1370 T AC ATC TC AG AAGGTGC C TTTG AAGGTC TGTC C AAC TTG AGGT ATTTG AAC C TTGC C ATG 
*******************************************************^**** 

AC 021820 29491 TAC ATCTC AGAAGGTGCCTTTGAAGGTCTGTCC AACTTGAGGTATTTGAACCTTGCCATG 

DNA4 0981 1430 TGCAACCTTCGGGAAATCCCTAACCTC AC ACCGCTC ATAAAACTAGATGAGCTGGATCTT 
*******************************************************^**** 

AC 021820 29551 TGCAACCTTCGGGAAATCCCTAACCTC AC ACCGCTC ATAAAACTAGATGAGCTGGATCTT 

DNA4 0981 1490 TCTGGGAATCATTTATCTGCCATCAGGCCTGGCTCTTTCC AGGGTTTGATGCACCTTC AA 
************************************************************ 

AC 021820 29611 TCTGGGAATC ATTTATCTGCC ATC AGGCCTGGCTCTTTCCAGGGTTTGATGC ACCTTCAA 

DNA4 0981 1550 AAACTGTGGATGATACAGTCCCAGATTCAAGTGATTGAACGGAATGCCTTTGACAACCTT 
*****************************************^ 

AC 021820 29671 AAAC TGTGG ATG ATAC AGTC C C AG ATTC AAGTG ATTGAAC GG AATGC C TTTG AC AACC TT 

DNA4 0981 1610 C AGTC AC TAGTGGAGATC AACCTGGC AC AC AATAATCT AAC ATTACTGCCTC ATGACCTC 

AC 021820 29731 CAGTCACTAGTGGAGATC AACCTGGC AC AC AATAATCTAAC ATTACTGCCTC ATGACCTC 

DNA4 0981 1670 TTCACTCCCTTGC ATC ATCTAGAGCGGATACATTTACATC ACAACCCTTGGAACTGTAAC 
************************************************************ 

AC 021820 29791 TTCACTCCCTTGC ATC ATC TAGAGCGGATAC ATTTAC ATC AC AACCCTTGGAACTGTAAC 

DNA4 0981 1730 TGTGACATACTGTGGCTC AGCTGGTGGATAAAAGAC ATGGCCCCCTCGAAC ACAGCTTGT 

AC 021820 29851 TGTGACATACTGTGGCTC AGCTGGTGGATAAAAGAC ATGGCCCCCTCGAAC ACAGCTTGT 

DNA4 0981 1790 TGTGCCCGGTGTAAC ACTCCTCCC AATCTAAAGGGGAGGTAC ATTGGAGAGCTCGACC AG 
************************************************************ 

AC 021820 29911 TGTGCCCGGTGTAAC AC TCCTCC C AATCTAAAGGGGAGGTAC ATTGGAGAGCTCGACC AG 

DNA4 0981 1850 AATTACTTC AC ATGCTATGCTCCGGTGATTGTGGAGCCCCCTGC AGACCTC AATGTCACT 
************************************************************ 

AC 021820 29971 AATTACTTC AC ATGCTATGCTCCGGTGATTGTGGAGCCCCCTGC AGACCTC AATGTCACT 

DNA4 0981 1910 GAAGGC ATGGC AGCTGAGCTGAAATGTCGGGCCTCC AC ATCCCTGAC ATCTGTATCTTGG 
************************************************************ 

AC 021820 30031 GAAGGC ATGGC AGCTGAGCTGAAATGTCGGGCCTCC AC ATCCCTGAC ATCTGTATCTTGG 

DNA4 0981 1970 ATTACTCCAAATGGAACAGTCATGAC ACATGGGGCGTACAAAGTGCGGATAGCTGTGCTC 
************************************************************ 

AC 021820 30091 ATTACTCCAAATGGAACAGTCATGAC AC ATGGGGCGTAC AAAGTGCGG AT AGCTGTGCTC 

DNA4 0981 2030 AGTGATGGTACGTTAAATTTC AC AAATGTAACTGTGC AAGATAC AGGC ATGTAC ACATGT 
************************************************************ 

AC 021820 30151 AGTGATGGTACGTTAAATTTC AC AAATGTAACTGTGC AAGATAC AGGC ATGTAC ACATGT 

DNA4 0981 2090 ATGGTGAGTAATTCCGTTGGGAATACTACTGCTTCAGCCACCCTGAATGTTACTGCAGCA 
************************************************************ 

AC 021820 30211 ATGGTGAGTAATTCCGTTGGGAATACTACTGCTTC AGCC ACCCTGAATGTTACTGC AGC A 

DNA4 0981 2150 ACC ACTACTCCTTTCTCTTACTTTTC AACCGTC AC AGTAGAGACTATGGAACCGTCTCAG 
************************************************************ 

AC 021820 30271 ACC ACTACTCCTTTCTCTTACTTTTC AACCGTC ACAGTAGAGACTATGGAACCGTCTC AG 

DNA4 0981 2210 GATGAGGC ACGGACCACAGATAAC AATGTGGGTCCC ACTCC AGTGGTCGACTGGGAGACC 
***************************************** 

AC 021820 30331 GATGAGGC ACGGACC AC AG AT AAC AATGTGGGTCCC ACTCC AGTGGTCGACTGGGAGACC 
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************************************************************ 
AC 021820 30391 ACC AATGTGACC ACCTCTCTC AC ACC AC AGAG.C AC AAGGTCGAC AGAGAAAAGGTTG AGC 

ATCCCAGTGACTGATATAAACAGTGGGATCCCAGGAATTGATGAGGTCATGAAGACTACC 
************************************************************ 

AC 021820 30451 ATCCC AGTGACTGATATAAAC AGTGGGATCCC AGGAATTGATGAGGTC ATGAAGACTACC 

AAAATCATCATTGGGTGTTTTGTGGCCATCACACTCATGGCTGCAGTGATGCTGGTCATT 
************************************************************ 



************************************************************ 
AC 021820 30571 TTCTAC AAGATGAGGAAGC AGC ACC ATCGGC AAAAC CATC ACGCCCCAAC AAGGACTGTT 

GAAATTATTAATGTGGATGATGAGATTACGGGAGACACACCCATGGAAAGCCACCTGCCC 
************************************************************ 

AC 021820 30631 GAAATTATTAATGTGGATGATGAGATTACGGGAGACAC ACCCATGGAAAGCC ACCTGCCC 

ATGCCTGCTATCGAGCATGAGCACCTAAATCACTATAACTCATACAAATCTCCCTTCAAC 
************************************************************ 



************************************************************ 
AC 021820 30751 C ACACAAC AAC AGTTAAC ACAATAAATTC AATACAC AGTTC AGTGCATGAACCGTTATTG 

ATCCGAATGAACTCTAAAGACAATGTACAAGAGACTCAAATCTAAAACATTTACAGAGTT 
************************************************************ — | 

AC 021820 30811 ATC C G AATG AAC TC T AAAG AC AATGT AC AAG AGACTC AAATC T AAAAC ATTT AC AG AGTT 



************************************************************ 



rn "u 

3^ 73 



ZJ3 -<j 

TAAATCTACTGTTTCAAAAAAGTGTCTTTACAAAAAAACAAAAAAGAAAAGAAATTTATT _^ 
************************************************************ r^o 

O CD 

AC 021820 30931 T AAATC T AC TGTTTCAAAAAAGTGTCTTTACAAAAAAACAAAAAAGAAAAGAAATTTATT = 

ro ^ 

TATTAAAAATTCTATTGTGATCTAAAGCAGACAAAA § 
************************************ 

TATTAAAAATTCTATTGTGATCTAAAGCAGACAAAA 

>10 AC080100 Homo sapiens chromosome 11 clone RP11-454H19 map 11, WORKING DRAFT 
(151999 bp) [1 seg] 

Score = 2132 (4226 bits), Expect = 0.0 

Identities t= 2135/2136 (99%), at 770,22 645-2905,20510, Strand +/- 

ACTGTTTGAATTCCAGAAGGACCAACACCAGATAAATTATGAATGTTGAACAAGATGACC 
************************************************************ 

AC 080100 22645 ACTGTTTGAATTCC AGAAGGACC AAC ACC AGATAAATTATGAATGTTGAAC AAGATG ACC 

TTACATCCACAGCAGATAATGATAGGTCCTAGGTTTAACAGGGCCCTATTTGACCCCCTG 
************************************************************ 



************************************************************ 



************************************************************ 
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DNA4 0981 1010 CTGCGTGAGGTTCCGGATGGC ATCTCC ACC AACAC ACGGCTGCTGAACCTCC ATGAGAAC 
************************* * * * *_* *.****** *. * * *.* * * * * * * * ********* 

AC 080100 22405 CTGCGTGAGGTTCCGGATGGCATCTCCACCAACACACGGCTGCTGAACCTCCATGAGAAC V^J 

DNA4 0981 1070 CAAATCCAGATC ATC AAAGTGAAC AGCTTCAAGCACTTGAGGCACTTGGAAATCCTACAG 
***************************************** ****************** 

AC 080100 22345 CAAATCC AG ATC ATC AAAGTGAAC AGCTTCAAGC AC TTGAGAC AC TTGGAAATCCTAC AG 

DNA4 0981 1130 TTGAGTAGGAACC ATATCAGAACCATTGAAATTGGGGCTTTC AATGGTCTGGCGAACCTC 
************************************************************ 

AC 080100 22285 TTGAGTAGGAACC ATATCAGAACCATTGAAATTGGGGCTTTC AATGGTCTGGCGAACCTC 

DNA4 0981 1190 AACAC TCTGGAACTCTTTGAC AATCGTCTTACTACCATCCCGAATGGAGCTTTTGTATAC 
************************************************************ 

AC 0801 00 22225 AACACTCTGGAAC TCTTTGAC AATCGTCTTACTACC ATCCCGAATGGAGCTTTTGTATAC 

DNA4 0981 1250 TTGTCTAAACTGAAGGAGCTCTGGTTGCGAAACAACCCCATTGAAAGCATCCCTTCTTAT 
************************************************************ 

AC 080100 22165 TTGTCTAAACTGAAGGAGCTCTGGTTGCGAAACAACCCCATTGAAAGCATCCCTTCTTAT 

DNA4 0981 1310 GCTTTTAACAGAATTCCTTCTTTGCGCCGACTAGACTTAGGGGAATTGAAAAGACTTTC A 
************************************************************ 

AC 080100 22105 GCTTTTAAC AGAATTCCTTCTTTGCGCCGACTAGACTTAGGGGAATTGAAAAGACTTTCA 

DNA4 0981 1370 T AC ATC TC AG AAGGTGC C TTTG AAGGTC TGTCC AAC TTGAGGT ATTTG AAC CTTGC C ATG 
************************************************************ 

AC 080100 22045 TAC ATC TC AG AAGGTGC C TTTG AAGGTC TGTC C AAC TTGAGGTATTTG AACC TTGC C ATG 



DNA4 0981 1430 TGC AACCTTCGGGAAATCCCTAACCTC AC ACCGCTCATAAAACTAGATGAGCTGGATCTT | 

************************************************************ m 

AC 080100 21985 TGC AACCTTCGGGAAATCCCTAACCTC AC ACCGCTC AT AAAACTAGATGAGCTGGATCTT Q 

CD 

DNA4 0981 1490 TCTGGGAATCATTTATCTGCCATCAGGCCTGGCTCTTTCCAGGGTTTGATGCACCTTCAA m "O 
************************************************************ ^ 

AC 080100 21925 TCTGGGAATCATTTATCTGCCATCAGGCCTGGCTCTTTCCAGGGTTTGATGCACCTTCAA m 

DNA4 0981 1550 AAAC TGTGG ATG AT AC AGTC C C AG ATTC AAGTG ATTG AAC GG AATGC C TTTG AC AACC TT CT> rso 
************************************************************ ^3 

AC 080100 21865 AAACTGTGGATGATACAGTCCCAGATTCAAGTGATTGAACGGAATGCCTTTGAC AACCTT 7\5 ^ 

CO 
C3> 

DNA4 0981 1610 CAGTCACTAGTGGAGATCAACCTGGCACACAATAATCTAACATTACTGCCTCATGACCTC ° 
************************************************************ 

AC 080100 21805 CAGTCACTAGTGGAGATC AACCTGGCACACAATAATCTAACATTACTGCCTCATGACCTC 

DNA4 0981 1670 TTCACTCCCTTGCATCATCTAGAGCGGATACATTTACATCACAACCCTTGGAACTGTAAC 
************************************************************ 

AC 080100 21745 TTCACTCCCTTGCATCATCTAGAGCGGATACATTTAC ATCACAACCCTTGGAACTGTAAC 

DNA4 0981 1730 TGTGACATACTGTGGCTC AGCTGGTGGATAAAAGAC ATGGCCCCCTCGAACACAGCTTGT 
************************************************************ 

AC 080100 21685 TGTGACATACTGTGGCTCAGCTGGTGGATAAAAGAC ATGGCCCCCTCGAACACAGCTTGT 

DNA4 0981 1790 TGTGCCCGGTGTAACACTCCTCCC AATCTAAAGGGGAGGTACATTGGAGAGCTCGACCAG 
************************************************************ 

AC 080100 21625 TGTGCCCGGTGTAACACTCCTCCCAATCTAAAGGGGAGGTAC ATTGGAGAGCTCGACCAG 

DNA4 0981 1850 AATTACTTCACATGCTATGCTCCGGTGATTGTGGAGCCCCCTGCAGACCTCAATGTCACT 
************************************************************ 

AC 080100 21565 AATTACTTC AC ATGCTATGCTCCGGTGATTGTGGAGCCCCCTGC AGACCTC AATGTC ACT 

DNA4 0981 1910 GAAGGCATGGCAGCTGAGCTGAAATGTCGGGCCTCCACATCCCTGAC ATCTGTATCTTGG 
************************************************************ 

AC 080100 21505 GAAGGCATGGC AGCTGAGCTGAAATGTCGGGCCTCC AC ATCCCTGAC ATCTGTATCTTGG 



DNA4 0981 1970 ATTACTCC AAATGGAAC AGTC ATGAC AC ATGGGGCGTAC AAAGTGCGGATAGCTGTGCTC 
*********************** ****** ************ * *.* **-* * * ****** * * * * * 

AC 080100 21445 ATTACTCC AAATGGAAC AGTC ATGAC AC ATGGGGCGTAC AAAGTGCGGATAGCTGTGCTC 

DNA4 0981 2030 AGTGATGGTACGTTAAATTTC ACAAATGTAACTGTGC AAGATAC AGGCATGTAC ACATGT 
************************************************************ 

AC 080100 21385 AGTGATGGTACGTTAAATTTC AC AAATGTAACTGTGC AAGATAC AGGCATGTAC AC ATGT 

DNA4 0981 2090 ATGGTGAGTAATTCCGTTGGGAATACTACTGCTTC AGCC ACCCTGAATGTTACTGC AGC A 
***********************************************************,* 

AC 080100 21325 ATGGTGAGTAATTCCGTTGGGAATACTACTGCTTC AGCC ACCCTGAATGTTACTGC AGC A 

DNA4 0981 2150 ACC ACTACTCCTTTCTCTTACTTTTC AACCGTCAC AGTAGAGACTATGGAACCGTCTCAG 
************************************************************ 

AC 080100 21265 ACC ACTACTCCTTTCTCTTACTTTTC AACCGTCAC AGTAGAGACTATGGAACCGTCTCAG 

DNA4 0981 2210 GATGAGGC ACGGACCACAGATAAC AATGTGGGTCCC ACTCC AGTGGTCGACTGGGAGACC 
************************************************************ 

AC 080100 21205 GATGAGGC AC GGACC AC AGATAAC AATGTGGGTCCC ACTCC AGTGGTCGACTGGGAGACC 

DNA4 0981 2270 ACCAATGTGACCACCTCTCTCAC ACCAC AGAGC ACAAGGTCGACAGAGAAAACCTTC ACC 
************************************************************ 

AC 080100 21145 ACCAATGTGACCACCTCTCTCAC ACCACAGAGC AC AAGGTCGACAGAGAAAACCTTCACC 

DNA4 0981 2330 ATCCC AGTGACTGATATAAACAGTGGGATCCC AGGAATTGATGAGGTCATGAAGACTACC 
************************************************************ 

AC 080100 21085 ATC C C AGTG AC TG AT AT AAAC AGTGGG ATC C C AGG AATTG ATG AGGTC ATG AAG AC T AC C 

DNA4 0981 2390 AAAATC ATC ATTGGGTGTTTTGTGGCCATCACACTC ATGGCTGC AGTGATGCTGGTCATT 
************************************************************ 

AC 080100 21025 AAAATC ATCATTGGGTGTTTTGTGGCC ATC ACACTCATGGCTGC AGTGATGCTGGTCATT 

DNA4 0981 2450 TTCTAC AAGATGAGGAAGC AGC ACCATCGGC AAAACC ATC ACGCCCC AACAAGGACTGTT 
************************************************************ 

AC 080100 20965 TTCTAC AAGATGAGGAAGC AGC ACC ATCGGC AAAACC ATC ACGCCCC AACAAGGACTGTT 

DNA4 0981 2510 GAAATTATTAATGTGGATGATGAGATTACGGGAGAC AC ACCC ATGGAAAGCC ACCTGCCC 
************************************************************ 



************************************************************ 
AC 080100 20845 ATGCCTGCTATCGAGC ATGAGC ACCTAAATCACTATAACTCATAC AAATCTCCCTTCAAC 

DNA4 0981 2630 CACACAACAACAGTTAACACAATAAATTCAATACACAGTTCAGTGC ATGAACCGTTATTG 
************************************************************ 

AC 080100 20785 C AC ACAAC AACAGTTAAC AC AATAAATTC AATACAC AGTTC AGTGC ATGAACCGTTATTG 

DNA4 0981 2690 ATCCGAATGAACTCTAAAGACAATGTAC AAGAGACTCAAATCTAAAACATTTACAGAGTT 
************************************************************ 

AC 080100 20725 ATCCGAATGAACTCTAAAGACAATGTACAAGAGACTCAAATCTAAAAC ATTTACAGAGTT 

DNA4 0981 2750 ACAAAAAAC AAACAATCAAAAAAAAAGACAGTTTATTAAAAATGAC ACAAATGACTGGGC 
************************************************************ 

AC 080100 20665 AC AAAAAAC AAAC AATC AAAAAAAAAG AC AGTTT ATT AAAAATG AC ACAAATGACTGGGC 

DNA4 0981 2810 TAAATCTACTGTTTCAAAAAAGTGTCTTTAC AAAAAAAC AAAAAAGAAAAGAAATTTATT 
************************************************************ 

AC 080100 20605 TAAATCTACTGTTTC AAAAAAGTGTCTTTAC AAAAAAAC AAAAAAGAAAAGAAATTTATT 

DNA40981 2 87 0 TATTAAAAATTCTATTGTGATCTAAAGCAGACAAAA 
************************************ 

AC 080100 20545 TATTAAAAATTCTATTGTGATCTAAAGCAGACAAAA 
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Tue Jul 17 13:25:41 2001 [BLASTP 2.1.3 [Apr-1-2001 ] , NCBI ] 
/home/ruby/va/Molbio/carpenda/templ/pl . DNA40981 (640 aa) 



Sequences producing High-scoring Segment Pairs: 

1 P_AAB53089 Human angiogenesis-associated protein PR03 

2 P_AAB65292 Human PR0331 protein sequence SEQ ID NO: 50 

3 P_AAB80262 Human PR0331 protein - Homo sapiens. 

4 P_AAY70673 Human PR0331 protein - Homo sapiens. 

5 P_AAB24407 Human PR0331 protein sequence SEQ ID NO: 10 
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IAA1580 protein - Homo sapiens 

>1 P_AAB53089 Human angiogenesis-associated protein PR0331, SEQ ID NO: 137 - Homo 
sapiens. (640 aa) [1 seg] 
Score = 3362 (1299 bits), Expect =0.0 

Identities = 640/640 (100%), Positives = 640/640 (100%), at 1,1-640,640 

DNA4 0981 1 MLNKMTLHPQQIMIGPRFNRALFDPLLVVLLALQLLVVAGLVRAQTCPSVCSCSNQFSKV 

P_AAB5308 9 1 MLNKMTLHPQQIMIGPRFNRALFDPLLVVLLALQLLVVAGLVRAQTCPSVCSCSNQFSKV 

DNA4 0981 61 ICVRKNLREVPDGISTNTRLLNLHENQIQIIKVNSFKHLRHLEILQLSRNHIRTIEIGAF 

P_AAB5308 9 61 ICVRKNLREVPDGISTNTRLLNLHENQIQIIKVNSFKHLRHLEILQLSRNHIRTIEIGAF 

DNA4 0981 121 NGLANLNTLELFDNRLTT I PNGAFVYLSKLKELWLRNNPIES I PS YAFNRI PSLRRLDLG 

P_AAB5308 9 121 NGLANLNTLELFDNRLTT I PNGAFVYLSKLKELWLRNNPIES I PS YAFNRI PSLRRLDLG 

DNA4 0981 .181 ELKRLSYISEGAFEGLSNLRYLNLAMCNLREIPNLTPLIKLDELDLSGNHLSAIRPGSFQ 

P_AAB5308 9 181 ELKRLSYISEGAFEGLSNLRYLNLAMCNLREIPNLTPLIKLDELDLSGNHLSAIRPGSFQ 

DNA4 0981 241 GLMHLQKLWMIQSQIQVIERNAFDNLQSLVEINLAHNNLTLLPHDLFTPLHHLERIHLHH 

P_AAB5308 9 241 GLMHLQKLWMIQSQIQVIERNAFDNLQSLVEINLAHNNLTLLPHDLFTPLHHLERIHLHH 

DNA4 0981 301 NPWNCNCDILWLSWWIKDMAPSNTACCARCNTPPNLKGRYIGELDQNYFTCYAPVI VEPP 

P_AAB5308 9 301 NPWNCNCDILWLSWWIKDMAPSNTACCARCNTPPNLKGRYIGELDQNYFTCYAPVI VEPP 

DNA4 0981 361 ADLNVTEGMAAELKCRASTSLTSVSWITPNGTVMTHGAYKVRIAVLSDGTLNFTNVTVQD 

P_AAB5308 9 361 ADLNVTEGMAAELKCRASTSLTSVSWITPNGTVMTHGAYKVRIAVLSDGTLNFTNVTVQD 

DNA4 0981 4 21 TGMYTCMVSNSVGNTTASATLNVTAATTTPFSYFSTVTVETMEPSQDEARTTDNNVGPTP 

P_AAB5 308 9 421 TGMYTCMVSNSVGNTTASATLNVTAATTTPFSYFSTVTVETMEPSQDEARTTDNNVGPTP 

DNA4 0 981 481 VVDWETTNVTTSLTPQSTRSTEKTFTI PVTDINSGI PGIDEVMKTTKI I IGCFVAITLMA 

P_AAB5308 9 481 VVDWETTNVTTSLTPQSTRSTEKTFTI PVTDINSGI PGIDEVMKTTKI I IGCFVAITLMA 



DNA4 0981 



541 



AVMLVI FYKMRKQHHRQNHHAPTRTVEI INVDDEITGDTPMESHLPMPAIEHEHLNHYNS 



P_AAB53089 541 AVMLVI FYKMRKQHHRQNHHAPTRTVEIINVDDEITGDTPMESHLPMPAIEHEHLNHYNS 

DNA40981 601 YKSPFNHTTTVNTINSIHSSV-HEPLLIRMNSKDNVQETQI 
P_AAB5308 9 601 YKSPFNHTTTVNTINSIHSSVHEPLLIRMNSKDNVQETQI 

Pk 

>2 P_AAB65292 Human PR0331 protein sequence SEQ ID NO: 501 - Homo sapiens. (640 )Jj 
aa) [1 seg] qn£ 
Score = 3362 (1299 bits), Expect = 0.0 

Identities = 640/640 (100%), Positives = 640/640 (100%), at 1,1-640,640 W 



DNA4 0981 1 MLNKMTLHPQQIMIGPRFNRALFDPLLVVLLALQLLVVAGLVRAQTCPSVCSCSNQFSKV 

P__AAB65292 1 MLNKMTLHPQQIMIGPRFNRALFDPLLVVLLALQLLVVAGLVRAQTCPSVCSCSNQFSKV 

DNA4 0981 61 ICVRKNLREVPDGISTNTRLLNLHENQIQIIKVNSFKHLRHLEILQLSRNHIRTIEIGAF 

P_AAB65292 61 ICVRKNLREVPDGISTNTRLLNLHENQIQIIKVNSFKHLRHLEILQLSRNHIRTIEIGAF 

DNA4 0981 121 NGLANLNTLELFDNRLTTI PNGAFVYLSKLKELWLRNNPIESI PSYAFNRI PSLRRLDLG 
+ * + + * + *.* ******************************* 

P_AAB65292 121 NGLANLNTLELFDNRLTTI PNGAFVYLSKLKELWLRNNPIESI PSYAFNRI PSLRRLDLG 
DNA4 0981 181 ELKRLSYISEGAFEGLSNLRYLNLAMCNLREIPNLTPLIKLDELDLSGNHLSAIRPGSFQ 

********************************+*****************^ 

rn 

P_AAB652 92 181 ELKRLSYISEGAFEGLSNLRYLNLAMCNLREI PNLTPLIKLDELDLSGNHLSAIRPGSFQ 0> 

try 3=> 

DNA40981 241 GLMHLQKLWMIQSQIQVIERNAFDNLQSLVEINLAHNNLTLLPHDLFTPLHHLERIHLHH m 3? 

************************************************ + ****^ 

P_AAB65292 241 GLMHLQKLWMIQSQIQVIERNAFDNLQSLVEINLAHNNLTLLPHDLFTPLHHLERIHLHH Eg 



-2Q 



DNA40981 301 NPWNCNCDILWLSWWIKDMAPSNTACCARCNTPPNLKGRYIGELDQNYFTCYAPVIVEPP § a 

O CD 

K5 ^ 



P_AAB652 92 301 NPWNCNCDILWLSWWIKDMAPSNTACCARCNTPPNLKGRYIGELDQNYFTCYAPVIVEPP <§ 

DNA4 0981 361 ADLNVTEGMAAELKCRASTSLTSVSWITPNGTVMTHGAYKVRIAVLSDGTLNFTNVTVQD 
************************************************************ 

P_AAB652 92 3 61 ADLNVTEGMAAELKCRASTSLTSVSWITPNGTVMTHGAYKVRIAVLSDGTLNFTNVTVQD 
DNA4 0981 4 21 TGMYTCMVSNSVGNTTASATLNVTAATTTPFSYFSTVTVETMEPSQDEARTTDNNVGPTP 

******************************* + ***** + + **** + ****** + ** + **** + * 

P_AAB652 92 4 21 TGMYTCMVSNSVGNTTASATLNVTAATTTPFSYFSTVTVETMEPSQDEARTTDNNVGPTP 

DNA4 0981 4 81 VVDWETTNVTTSLTPQSTRSTEKTFTIPVTDINSGI PGI DEVMKTTKI I IGCFVAITLMA 
************************************************************ 

P_AAB652 92 4 81 VVDWETTNVTTSLTPQSTRSTEKTFTI PVTDINSGI PGI DEVMKTTKI I IGCFVAITLMA 

DNA4 0981 541 AVMLVI FYKMRKQHHRQNHHAPTRTVEI INVDDEITGDTPMESHLPMPAIEHEHLNHYNS 
********************************************************+*+* 

P_AAB652 92 541 AVMLVI FYKMRKQHHRQNHHAPTRTVEI INVDDEITGDTPMESHLPMPAI EHEHLNHYNS 

DNA4 0981 601 YKSPFNHTTTVNTINSIHSSVHEPLLIRMNSKDNVQETQI 
*******************************+****+*** 

P AAB65292 601 YKSPFNHTTTVNTINSIHSSVHEPLLIRMNSKDNVQETQI 



>3 P_AAB80262 Human PR0331 protein - Homo sapiens. (640 aa) [1 seg] 



Score = 3362 (1299 bits), Expect = 0.0 V 
Identities = 640/640 (100%), Positives = 640/640 (100%), at 1,1-640,640 



BNA4 0981 1 MLNKMTLHPQQIMIGPRFNRALFDPLLVVLLALQLLVVAGLVRAQTCPSVCSCSNQFSKV 

PJVAB802 62 1 MLNKMTLHPQQIMIGPRFNRALFDPLLVVLLALQLLVVAGLVRAQTCPSVCSCSNQFSKV ^ 

DNA40981 61 ICVRKNLREVPDGISTNTRLLNLHENQIQIIKVNSFKHLRHLEILQLSRNHIRTIEIGAF Sji 
P AAB80262 61 ICVRKNLREVPDGISTNTRLLNLHENQIQIIKVNSFKHLRHLEILQLSRNHIRTIEIGAF ^ 

DNA4 0981 121 NGLANLNTLELFDNRLTTI PNGAFVYLSKLKELWLRNNPIESIPSYAFNRIPSLRRLDLG 

P_AAB802 62 121 NGLANLNTLELFDNRLTTI PNGAFVYLSKLKELWLRNNPIESIPSYAFNRIPSLRRLDLG 

DNA4 0981 181 ELKRLSYISEGAFEGLSNLRYLNLAMCNLREIPNLTPLIKLDELDLSGNHLSAIRPGSFQ 

P_AAB80262 181 ELKRLSYISEGAFEGLSNLRYLNLAMCNLREIPNLTPLIKLDELDLSGNHLSAIRPGSFQ 

DNA4 0981 241 GLMHLQKLWMIQSQIQVIERNAFDNLQSLVEINLAHNNLTLLPHDLFTPLHHLERIHLHH 

P_AAB80262 241 GLMHLQKLWMIQSQIQVIERNAFDNLQSLVEINLAHNNLTLLPHDLFTPLHHLERIHLHH 

DNA4 0981 301 NPWNCNCDILWLSWWIKDMAPSNTACCARCNTPPNLKGRYIGELDQNYFTCYAPVIVEPP 

P_AAB802 62 301 NPWNCNCDILWLSWWIKDMAPSNTACCARCNTPPNLKGRYIGELDQNYFTCYAPVIVEPP 

DNA4 0981 361 ADLNVTEGMAAELKCRASTSLTSVSWITPNGTVMTHGAYKVRIAVLSDGTLNFTNVTVQD 

P_AAB802 62 361 ADLNVTEGMAAELKCRASTSLTSVSWITPNGTVMTHGAYKVRIAVLSDGTLNFTNVTVQD ^ 

DNA4 0981 4 21 TGMYTCMVSNSVGNTTASATLNVTAATTTPFSYFSTVTVETMEPSQDEARTTDNNVGPTP 

P__AAB802 62 4 21 TGMYTCMVSNSVGNTTASATLNVTAATTTPFSYFSTVTVETMEPSQDEARTTDNNVGPTP ^ » 

DNA40981 481 VVDWETTNVTTSLTPQSTRSTEKTFTIPVTDINSGIPGIDEVMKTTKIIIGCFVAITLMA 



CD 

zxz 



P_AAB80262 481 VVDWETTNVTTSLTPQSTRSTEKTFTIPVTDINSGIPGIDEVMKTTKII IGCFVAITLMA 

DNA40981 541 AVMLVIFYKMRKQHHRQNHHAPTRTVEI INVDDEITGDTPMESHLPMPAIEHEHLNHYNS 

P_AAB80262 541 AVMLVI FYKMRKQHHRQNHHAPTRTVEI INVDDEITGDTPMESHLPMPAIEHEHLNHYNS 

DNA4 0981 601 YKSPFNHTTTVNTINSIHSSVHEPLLIRMNSKDNVQETQI 

P_AAB802 62 601 YKSPFNHTTTVNTINSIHSSVHEPLLIRMNSKDNVQETQI 

>4 P_AAY70673 Human PR0331 protein - Homo sapiens. (640 aa) [1 seg] 
Score = 3362 (1299 bits), Expect = 0.0 

Identities = 640/640 (100%), Positives = 640/640 (100%), at 1,1-640,640 

DNA4 0981 1 MLNKMTLHPQQIMIGPRFNRAL.FDPLLVVLLALQLLVVAGLVRAQTCPSVCSCSNQFSKV 

P_AAY7 067 3 1 MLNKMTLHPQQIMIGPRFNRALFDPLLVVLLALQLLVVAGLVRAQTCPSVCSCSNQFSKV 



ro 

CO 



DNA4 0981 61 ICVRKNLREVPDGISTNTRLLNLHENQIQI IKVNSFKHLRHLEILQLSRNHIRTIEIGAF 



P_AAY7 067 3 61 ICVRKNLREVPDGISTNTRLLNLHENQIQI IKVNSFKHLRHLEILQLSRNHIRTIEIGAF 

DNA4 0981 121 NGLANLNTLELFDNRLTTI PNGAFVYLSKLKELWLRNNPIESI PSYAFNRI PSLRRLDLG 
********************★********************+■****.************** 

P_AAY7 0 67 3 121 NGLANLNTLELFDNRLTTI PNGAFVYLSKLKELWLRNNPIESI PSYAFNRI PSLRRLDLG 

DNA4 0981 181 ELKRLSYISEGAFEGLSNLRYLNLAMCNLREIPNLTPLIKLDELDLSGNHLSAIRPGSFQ 

P_AAY70673 181 ELKRLS YI SEGAFEGLSNLRYLNLAMCNLREI PNLTPLI KLDELDLSGNHLSAI RPGS FQ 

DNA4 0981 241 GLMHLQKLWMIQSQIQVIERNAFDNLQSLVEINLAHNNLTLLPHDLFTPLHHLERIHLHH 
************************************************************ 

P_AAY70673 241 GLMHLQKLWMIQSQIQVIERNAFDNLQSLVEINLAHNNLTLLPHDLFTPLHHLERIHLHH 

DNA4 0981 301 NPWNCNCDILWLSWWIKDMAPSNTACCARCNTPPNLKGRYIGELDQNYFTCYAPVIVEPP 
************************************************************ 

P_AAY7 067 3 301 NPWNCNCDILWLSWWIKDMAPSNTACCARCNTPPNLKGRYIGELDQNYFTCYAPVIVEPP 

DNA4 0981 361 ADLNVTEGMAAELKCRASTSLTSVSWITPNGTVMTHGAYKVRIAVLSDGTLNFTNVTVQD 
************************************************************ 

P_AAY7067 3 361 ADLNVTEGMAAELKCRASTSLTSVSWITPNGTVMTHGAYKVRIAVLSDGTLNFTNVTVQD 

DNA4 0981 4 21 TGMYTCMVSNSVGNTTASATLNVTAATTTPFSYFSTVTVETMEPSQDEARTTDNNVGPTP 
************************************************************ 

P_AAY70673 421 TGMYTCMVSNSVGNTTASATLNVTAATTTPFSYFSTVTVETMEPSQDEARTTDNNVGPTP 

DNA4 0981 481 VVDWETTNVTTSLTPQSTRSTEKTFTIPVTDINSGIPGIDEVMKTTKI IIGCFVAITLMA 
************************************************************ 

P_AAY7067 3 4 81 VVDWETTNVTTSLTPQSTRSTEKTFTIPVTDINSGIPGIDEVMKTTKII IGCFVAITLMif^J 

DNA40981 541 AVMLVIFYKMRKQHHRQNHHAPTRTVEI INVDDEITGDTPMESHLPMPAIEHEHLNHYN^E 
*********************************************************** Tti 

P AAY70673 541 AVMLVI FYKMRKQHHRQNHHAPTRTVEI INVDDEITGDTPMESHLPMPAIEHEHLNHYN£§ 70 

m ^ 

DNA40981 601 YKSPFNHTTTVNTINSIHSSVHEPLLIRMNSKDNVQETQI f2 ■ 

************** * * * ************** * *** * * * * * Qj ^5 

P AAY70673 601 YKSPFNHTTTVNTINSIHSSVHEPLLIRMNSKDNVQETQI S S 

— ro 

CD 

>5 P_AAB24407 Human PR0331 protein sequence SEQ ID NO: 107 - Homo sapiens. (64§ 
aa) [1 seg] 
Score = 3362 (1299 bits), Expect - 0.0 

Identities - 640/640 (100%), Positives = 640/640 (100%), at 1,1-640,640 

DNA4 0981 1 MLNKMTLHPQQIMIGPRFNRALFDPLLVVLLALQLLVVAGLVRAQTCPSVCSCSNQFSKV 

************************************************************ 

P_AAB24 4 07 1 MLNKMTLHPQQIMIGPRFNRALFDPLLVVLLALQLLVVAGLVRAQTCPSVCSCSNQFSKV 

DNA4 0981 61 ICVRKNLREVPDGISTNTRLLNLHENQIQI IKVNSFKHLRHLEILQLSRNHIRTIEIGAF 
************************************************************ 

P_AAB2 4 4 07 61 ICVRKNLREVPDGISTNTRLLNLHENQIQI I KVNSFKHLRHLEILQLSRNH I RTIEIGAF 

DNA4 0981 121 NGLANLNTLELFDNRLTTI PNGAFVYLSKLKELWLRNN PI ESI PSYAFNRI PSLRRLDLG 
************************************************************ 

P AAB24407 121 NGLANLNTLELFDNRLTTI PNGAFVYLSKLKELWLRNNPIESI PS YAFNRI PSLRRLDLG 



DNA40981 



181 



ELKRLS Y I SEGAFEGLSNLRYLNLAMCNLREI PNLTPLI KLDELDLSGNHLSAI RPGS FQ 
************************+*****************+****+**********+* 



P AAB24407 



181 



ELKRLSYISEGAFEGLSNLRYLNLAMCNLREIPNLTPLIKLDELDLSGNHLSAIRPGSFQ 



DNA4 0981 241 "GLMHLQKLWMIQSQIQVIERNAFDNLQSLVEINLAHNNLTLLPHDLFTPLHHLERIHLHH 

P_AAB24 4 07 241 GLMHLQKLWMIQSQIQVIERNAFDNLQSLVEINLAHNNLTLLPHDLFTPLHHLERIHLHH 

DNA4 0981 301 NPWNCNCDILWLSWWIKDMAPSNTACCARCNTPPNLKGRYIGELDQNYFTCYAPVIVEPP 

P_AAB24 4 07 301 NPWNCNCDILWLSWWIKDMAPSNTACCARCNTPPNLKGRYIGELDQNYFTCYAPVI VEPP 

DNA4 0981 361 ADLNVTEGMAAELKCRASTSLTSVSWITPNGTVMTHGAYKVRIAVLSDGTLNFTNVTVQD 

P_AAB24 4 07 361 ADLNVTEGMAAELKCRASTSLTSVSWITPNGTVMTHGAYKVRIAVLSDGTLNFTNVTVQD 

DNA4 0981 421 TGMYTCMVSNSVGNTTASATLNVTAATTTPFSYFSTVTVETMEPSQDEARTTDNNVGPTP 

P_AAB24 4 07 4 21 TGMYTCMVSNSVGNTTASATLNVTAATTTPFSYFSTVTVETMEPSQDEARTTDNNVGPTP 

DNA4 0981 4 81 VVDWETTNVTTSLTPQSTRSTEKTFTI PVTDINSGI PGIDEVMKTTKI I IGCFVAITLMA 

P_AAB24 4 07 481 VVDWETTNVTTSLTPQSTRSTEKTFTI PVTDINSGI PGIDEVMKTTKI I IGCFVAITLMA 

DNA4 0981 541 AVMLVIFYKMRKQHHRQNHHAPTRTVEI INVDDEITGDTPMESHLPMPAIEHEHLNHYNS 

P AAB24407 541 AVMLVIFYKMRKQHHRQNHHAPTRTVEI INVDDEITGDTPMESHLPMPAIEHEHLNHYNS 



DNA4 0981 601 YKSPFNHTTTVNTINSIHSSVHEPLLIRMNSKDNVQETQI 
P AAB24 4 07 601 YKSPFNHTTTVNTINSIHSSVHEPLLIRMNSKDNVQETQI 



ZJ3 



>6 P_AAY13394 protein PR0331 - Homo sapiens. (640 aa) [1 seg] 
Score = 3362 (1299 bits), Expect = 0.0 
Identities = 640/640 (100%), Positives = 640/640 (100%), at 1,1-640,640 g 



DNA40981 
P_AAY13394 

DNA4 0981 
P AAY13394 



1 MLNKMTLHPQQIMIGPRFNRALFDPLLVVLLALQLLVVAGLVRAQTCPSVCSCSNQFSKV CD 

1 MLNKMTLHPQQIMIGPRFNRALFDPLLVVLLALQLLVVAGLVRAQTCPSVCSCSNQFSKV 

61 ICVRKNLREVPDGISTNTRLLNLHENQIQI IKVNSFKHLRHLEILQLSRNHIRTIEIGAF 

61 ICVRKNLREVPDGISTNTRLLNLHENQIQI IKVNSFKHLRHLEILQLSRNHIRTIEIGAF 



DNA4 0981 121 NGLANLNTLELFDNRLTTI PNGAFVYLSKLKELWLRNNPIESI PSYAFNRIPSLRRLDLG 

P_AAY13394 121 NGLANLNTLELFDNRLTTI PNGAFVYLSKLKELWLRNNPIESI PSYAFNRIPSLRRLDLG 

DNA4 0981 181 ELKRLSYISEGAFEGLSNLRYLNLAMCNLREI PNLTPLIKLDELDLSGNHLSAIRPGSFQ 

P_AAY13394 181 ELKRLS YISEGAFEGLSNLRYLNLAMCNLREI PNLTPLIKLDELDLSGNHLSAI RPGSFQ 

DNA4 0981 241 GLMHLQKLWMIQSQIQVI ERNAFDNLQSLVEINLAHNNLTLLPHDLFTPLHHLERIHLHH 

P AAY13394 241 GLMHLQKLWMIQSQIQVIERNAFDNLQSLVEINLAHNNLTLLPHDLFTPLHHLERIHLHH 



DNA4 0981 301 NPWNCNCDILWLSWWIKDMAPSNTACCARCNTPPNLKGRYIGELDQNYFTCYAPVIVEPP 
P AAY13394 301 NPWNCNCDILWLSWWIKDMAPSNTACCARCNTPPNLKGRYIGELDQNYFTCYAPVIVEPP 



DNA4 0981 361 ADLNVTEGMAAELKCRASTSLTSVSWITPNGTVMTHGAYKVRIAVLSDGTLNFTNVTVQD 
*************************************+*****+**************** 

P_AAY13394 361 ADLNVTEGMAAELKCRASTSLTSVSWITPNGTVMTHGAYKVRIAVLSDGTLNFTNVTVQD 

DNA4 0981 4 21 TGMYTCMYSNSVGNTTASATLNVTAATTTPFSYFSTVTVETMEPSQDEARTTDNNVGPTP 
***************************************************+******** 

P_AAY13394 421 TGMYTCMVSNSVGNTTASATLNVTAATTTPFSYFSTVTVETMEPSQDEARTTDNNVGPTP 

DNA4 0981 481 VVDWETTNVTTSLTPQSTRSTEKTFTIPVTDINSGIPGIDEVMKTTKII IGCFVAITLMA 
***************************************************+***+**** 

P_AAY13394 481 VVDWETTNVTTSLTPQSTRSTEKTFTI PVTDINSGI PGIDEVMKTTKI I IGCFVAITLMA 

DNA4 0981 541 AVMLVIFYKMRKQHHRQNHHAPTRTVEIINVDDEITGDTPMESHLPMPAIEHEHLNHYNS 
**************************************************+********* 

P_AAY13394 541 AVMLVIFYKMRKQHHRQNHHAPTRTVEIINVDDEITGDTPMESHLPMPAIEHEHLNHYNS 

DNA4 0981 601 YKSPFNHTTTVNTINSIHSSVHEPLLIRMNSKDNVQETQI 
**************************************** 

P_AAY13394 601 YKSPFNHTTTVNTINSIHSSVHEPLLIRMNSKDNVQETQI 

>7 P_AAW85722 Novel protein (Clone AS209_1) - Homo sapiens. (640 aa) [1 seg] 
Score - 3362 (1299 bits), Expect = 0.0 

Identities = 640/640 (100%), Positives = 640/640 (100%), at 1,1-640,640 

DNA4 0981 1 MLNKMTLHPQQIMIGPRFNRALFDPLLVVLLALQLLVVAGLVRAQTCPSVCSCSNQFSKV 
************************************************************ 

P_AAW8 5722 1 MLNKMTLHPQQIMIGPRFNRALFDPLLVVLLALQLLVVAGLVRAQTCPSVCSCSNQFSKV 

DNA4 0981 61 ICVRKNLREVPDGISTNTRLLNLHENQIQI IKVNSFKHLRHLEILQLSRNHIRTIEIGAF 
************************************************************ 

P_AAW857 22 61 ICVRKNLREVPDGISTNTRLLNLHENQIQI IKVNSFKHLRHLEILQLSRNHIRTIEIGAF 

DNA4 0981 121 NGLANLNTLELFDNRLTTI PNGAFVYLSKLKELWLRNNPIESI PSYAFNRI PSLRRLDLG 
************************************************************ 

P_AAW85722 121 NGLANLNTLELFDNRLTTI PNGAFVYLSKLKELWLRNNPIESI PSYAFNRI PSLRRLDLG 

DNA4 0981 181 ELKRLSYISEGAFEGLSNLRYLNLAMCNLREIPNLTPLIKLDELDLSGNHLSAIRPGSFQ 
************************************************************ 

P_AAW857 22 181 ELKRLSYISEGAFEGLSNLRYLNLAMCNLREI PNLTPLIKLDELDLSGNHLSAIRPGSFQ 

DNA4 0981 241 GLMHLQKLWMIQSQIQVIERNAFDNLQSLVEINLAHNNLTLLPHDLFTPLHHLERIHLHH 
************************************************************ 

P_AAW85722 241 GLMHLQKLWMIQSQIQVIERNAFDNLQSLVEINLAHNNLTLLPHDLFTPLHHLERIHLHH 

DNA4 0 981 301 NPWNCNCDILWLSWWIKDMAPSNTACCARCNTPPNLKGRYIGELDQNYFTCYAPVIVEPP 
************************************************************ 

P_AAW85722 301 NPWNCNCDILWLSWWIKDMAPSNTACCARCNTPPNLKGRYIGELDQNYFTCYAPVIVEPP 

DNA4 0981 361 ADLNVTEGMAAELKCRASTSLTSVSWITPNGTVMTHGAYKVRIAVLSDGTLNFTNVTVQD 
********************+**+***********************+**+*++*++*** 

P_AAW857 22 3 61 ADLNVTEGMAAELKCRASTSLTSVSWITPNGTVMTHGAYKVRIAVLSDGTLNFTNVTVQD 

DNA4 0981 4 21 TGMYTCMVSNSVGNTTASATLNVTAATTT PFS YFSTVTVETMEPSQDEARTTDNNVGPTP 
******************************* ************ * **************** 

P_AAW8 57 22 421 TGMYTCMVSNSVGNTTASATLNVTAATTTPFSYFSTVTVETMEPSQDEARTTDNNVGPTP 



DNA4 0981 4 81 VVDWETTNVTTSLTPQSTRSTEKTFTI PVTDINSGI PGI DEVMKTTKI I IGCFVAITLMA 
+ + + * + + *,+ + + + + + + + * + + + + * + * + + + + + * 

P_AAW85722 4 81 VVDWETTNVTTSLTPQSTRSTEKTFTI PVTDINSGIPGIDEVMKTTKI I IGCFVAITLMA 

DNA40981 541 AVMLVIFYKMRKQHHRQNHHAPTRTVEI INVDDEITGDTPMESHLPMPAIEHEHLNHYNS 

P_AAW85722 541 AVMLVIFYKMRKQHHRQNHHAPTRTVEIINVDDEITGDTPMESHLPMPAIEHEHLNHYNS 

DNA4 0981 601 YKSPFNHTTTVNTINSIHSSVHEPLLIRMNSKDNVQETQI 

P_AAW85722 601 YKSPFNHTTTVNTINSIHSSVHEPLLIRMNSKDNVQETQI 

>8 P_AAY08100 Human PR0331 protein - Homo sapiens. (640 aa) [1 seg] 
Score = 3362 (1299 bits), Expect = 0.0 

Identities - 640/640 (100%), Positives = 640/640 (100%), at 1,1-640,640 

DNA4 0981 1 MLNKMTLHPQQIMIGPRFNRALFDPLLVVLLALQLLVVAGLVRAQTCPSVCSCSNQFSKV 
P_AAY08100 1 MLNKMTLHPQQIMIGPRFNRALFDPLLVVLLALQLLVVAGLVRAQTCPSVCSCSNQFSKV 

DNA4 0981 61 ICVRKNLREVPDGISTNTRLLNLHENQIQIIKVNSFKHLRHLEILQLSRNHIRTIEIGAF 
P_AAY08100 61 ICVRKNLREVPDGISTNTRLLNLHENQIQIIKVNSFKHLRHLEILQLSRNHIRTIEIGAF 

DNA4 0981 121 NGLANLNTLELFDNRLTTIPNGAFVYLSKLKELWLRNNPIESIPSYAFNRIPSLRRLDLG 
P_AAY08100 121 NGLANLNTLELFDNRLTTI PNGAFVYLSKLKELWLRNNPIESIPSYAFNRIPSLRRLDLG 

DNA4 0981 181 ELKRLS YISEGAFEGLSNLRYLNLAMCNLREI PNLTPLIKLDELDLSGNHLSAIRPGSFQ^ 

+ + * + * + * + + + + * + 

P_AAY08100 181 ELKRLSYISEGAFEGLSNLRYLNLAMCNLREIPNLTPLIKLDELDLSGNHLSAIRPGSF(£^ 

DNA4 0981 241 GLMHLQKLWMIQSQIQVIERNAFDNLQSLVEINLAHNNLTLLPHDLFTPLHHLERIHLHffn 
**************************************** ' /T O 

P_AAY08100 241 GLMHLQKLWMIQSQIQVIERNAFDNLQSLVEINLAHNNLTLLPHDLFTPLHHLERIHLHIg 

DNA4 0981 301 NPWNCNCDILWLSWWIKDMAPSNTACCARCNTPPNLKGRYIGELDQNYFTCYAPVIVEP{£J 
********************************************************** 

P_AAY08100 301 NPWNCNCDILWLSWWIKDMAPSNTACCARCNTPPNLKGRYIGELDQNYFTCYAPVIVEPP 
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DNA4 0981 361 ADLNVTEGMAAELKCRASTSLTSVSWITPNGTVMTHGAYKVRIAVLSDGTLNFTNVTVQD 

*************************************************+********** 

P_AAY08100 361 ADLNVTEGMAAELKCRASTSLTSVSWITPNGTVMTHGAYKVRIAVLSDGTLNFTNVTVQD 



DNA4 0981 421 TGMYTCMVSNSVGNTTASATLNVTAATTTPFSYFSTVTVETMEPSQDEARTTDNNVGPTP 
************************ + ************ + ************ + *****■**** 

P_AAY08100 421 TGMYTCMVSNSVGNTTASATLNVTAATTTPFSYFSTVTVETMEPSQDEARTTDNNVGPTP 

DNA4 0 981 4 81 VVDWETTNVTTSLTPQSTRSTEKTFTI PVTDINSGI PGI DEVMKTTKI I IGCFVAITLMA 
************+*********+*********+***********+***+*+*++****** 

P_AAY08100 4 81 VVDWETTNVTTSLTPQSTRSTEKTFTI PVTDINSGI PGI DEVMKTTKI I IGCFVAITLMA 

DNA4 0981 541 AVMLVI FYKMRKQHHRQNHHAPTRTVEI INVDDEITGDTPMESHLPMPAI EHEHLNHYNS 
********************+****************+******+***********+++* 

P_AAY08100 541 AVMLVI FYKMRKQHHRQNHHAPTRTVEI INVDDEITGDTPMESHLPMPAIEHEHLNHYNS 
DNA4 0 981 601 YKSPFNHTTTVNTINSIHSSVHEPLLIRMNSKDNVQETQI 



P_AAY08100 601 YKSPFNHTTTVNTINSIHSSVHEPLLIRMNSKDNVQETQI 



>9 BAB13406.1 KIAA1580 protein - Homo sapiens (640 aa) [1 seg] 
Score = 3362 (1299 bits), Expect - 0.0 

Identities - 640/640 (100%), Positives = 640/640 (100%), at 1,1-640,640 

DNA4 0981 1 MLNKMTLHPQQIMIGPRFNRALFDPLLVVLLALQLLVVAGLVRAQTCPSVCSCSNQFSKV 

BAB134 06. 1 1 MLNKMTLHPQQIMIGPRFNRALFDPLLVVLLALQLLVVAGLVRAQTCPSVCSCSNQFSKV 

. DNA4 0981 61 ICVRKNLREVPDGISTNTRLLNLHENQIQIIKVNSFKHLRHLEILQLSRNHIRTIEIGAF 

BAB13406. 1 61 ICVRKNLREVPDGISTNTRLLNLHENQIQIIKVNSFKHLRHLEILQLSRNHIRTIEIGAF 

DNA4 0981 121 NGLANLNTLELFDNRLTTIPNGAFVYLSKLKELWLRNNPI.ESIPSYAFNRIPSLRRLDLG 

BAB13406. 1 121 NGLANLNTLELFDNRLTTI PNGAFVYLSKLKELWLRNNPIES I PSYAFNRI PSLRRLDLG 

DNA4 0981 181 ELKRLSYISEGAFEGLSNLRYLNLAMCNLREIPNLTPLIKLDELDLSGNHLSAIRPGSFQ 

BAB134 06. 1 181 ELKRLSYISEGAFEGLSNLRYLNLAMCNLREIPNLTPLIKLDELDLSGNHLSAIRPGSFQ 

DNA4 0981 241 GLMHLQKLWMIQSQIQVIERNAFDNLQSLVEINLAHNNLTLLPHDLFTPLHHLERIHLHH 

BAB134 06. 1 241 GLMHLQKLWMIQSQIQVIERNAFDNLQSLVEINLAHNNLTLLPHDLFTPLHHLERIHLHH 

DNA4 0981 301 NPWNCNCDILWLSWWIKDMAPSNTACCARCNTPPNLKGRYIGELDQNYFTCYAPVIVEPP 

BAB13406. 1 301 NPWNCNCDILWLSWWIKDMAPSNTACCARCNTPPNLKGRYIGELDQNYFTCYAPVIVEPP 

DNA4 0981 3 61 ADLNVTEGMAAELKCRASTSLTSVSWITPNGTVMTHGAYKVRIAVLSDGTLNFTNVTVQD 

BAB13406. 1 361 ADLNVTEGMAAELKCRASTSLTSVSWITPNGTVMTHGAYKVRIAVLSDGTLNFTNVTVQD 

DNA4 0981 4 21 TGMYTCMVSNSVGNTTASATLNVTAATTTPFSYFSTVTVETMEPSQDEARTTDNNVGPTP 

BAB13406. 1 421 TGMYTCMVSNSVGNTTASATLNVTAATTTPFSYFSTVTVETMEPSQDEARTTDNNVGPTP 

DNA4 0981 4 81 VVDWETTNVTTSLTPQSTRSTEKTFTI PVTDINSGI PGI DEVMKTTKI I IGCFVAITLMA 

BAB134 06. 1 481 VVDWETTNVTTSLTPQSTRSTEKTFTI PVTDINSGI PGI DEVMKTTKI I IGCFVAITLMA 

DNA4 0981 541 AVMLVIFYKMRKQHHRQNHHAPTRTVEI INVDDEITGDTPMESHLPMPAIEHEHLNHYNS 

BAB13406. 1 541 AVMLVIFYKMRKQHHRQNHHAPTRTVEI INVDDEITGDTPMESHLPMPAI EHEHLNHYNS 

DNA4 0981 601 YKSPFNHTTTVNTINSIHSSVHEPLLIRMNSKDNVQETQI 

BAB13406. 1 601 YKSPFNHTTTVNTINS IHSSVHEPLLIRMNSKDNVQETQI 



